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Distance tree of results Related Structures | 

Score E 

Sequences producing significant alignments: (Bits) Value 

qi | 1304 55 | sp| P2 6664 | POLG HCV1 Genome polyprotein [Contains: C. . . 1302 0.0 

qi | 14 53224 9 | qb | AAK66556 . 1 1 HCV type la/lb chimera polyprotein... 1302 0.0 

qi j 8 92 624 5 | qb | AAF817 59 . 1 | polyprotein [Hepatitis C virus] 1301 0.0 

qi | 14 532251 Iqb | AAK66557 . 1 | HCV type la/lb chimera mutant polypro 1299 0.0 

qi 1 32 987 6 | qb 1 AAA4 567 7 . 1 | polyprotein 1297 0.0 

qi 1 6307 9188 |qb | AAY2964 0. 1 | polyprotein [Hepatitis C virus] 1287 0.0 

qi 1 552758 08 |qb | A AV4 9742 . 1 1 polyprotein [Hepatitis C virus] 1286 0.0 

qi | 4 8 47 9030 |qb | AAT4 4 836. 1 | polyprotein [Hepatitis C virus] 1286 0.0 

qi I 221297 93 1 ref |NP 6714 91. 1 1 polyprotein [Hepatitis C virus] ... 1286 0.0 B 

qi | 6010588 |qb | AAFQ 1182. 1 | polyprotein [synthetic construct] >... 1285 0.0 

Qi | 60105861 qb| AAF01181.il polyprotein [synthetic construct] >. . . 1285 0.0 

qi | 9930557 |qb| AAG02099. 1 [ polyprotein [Hepatitis C virus] 1284 0.0 

qi | 2327 071 |qb | AAB67Q36. 1 | polyprotein [Hepatitis C virus strain 1283 0.0 

qi | 6307 9190 | qb | AAY2 964 1 . 1 | polyprotein [Hepatitis C virus] 1283 0.0 

qi | 55275810 |qb | AAV4 97 43. 1 1 polyprotein [Hepatitis C virus] 1 1282 0.0 

qi | 6307 9194 | qb | AAY2964 3 . 1 | polyprotein [Hepatitis C virus] 1281 0.0 

qi|2327075|qb|AAB67038.1 | polyprotein [Hepatitis C virus strain 1280 0.0 

qi I 9843677 | emb | CAC03 60 9 . 1 | unnamed protein product [Hepatitis C 1278 0.0 

qi | 221587 | dbj I BAA01582 . 1 | polyprotein precursor [Hepatitis C vir 1278 0.0 

qi | 6307 918 6 |qb | AAY29639. 1| polyprotein [Hepatitis C virus] 1278 0.0 

qi I 2327 07 3 | qb 1 AAB67Q37 . 1 1 polyprotein [Hepatitis C virus strain 1278 0.0 

qi | 6307 9196 | qb | AAY2964 4 . 1 | polyprotein [Hepatitis C virus] . 1275 0.0 

qi|130461|sp|P27958|POLG HCVH Genome polyprotein [Contains: C. . . 1268 0.0 

qi | 6307 9184 |qb| AAY29638 . 1 1 polyprotein [Hepatitis C virus] 1263 0.0 

qi | 7 6502 60 |qb I AAF65961 . 1 | polyprotein [Hepatitis C virus] 1234 0.0 

qi 1 115594 57 | dbj 1BAB18808. 1 1 polyprotein [Hepatitis C virus] 1234 0.0 

qi | 7 650232 | qb | AAF65947 . 1 | polyprotein [Hepatitis C virus] 1233 0.0 

qi | 5918 94 7 | qb | AAD56189 . 1 | polyprotein [Hepatitis C virus] 1233 0.0 

qi | 5918 965 I qb I AAD56198 . 1 1 polyprotein [Hepatitis C virus] 1232 0.0 

qi | 130458 I sp| P26663 | POLG HCVBK Genome polyprotein [Contains: ... 1232 0.0 

qi | 12831193 Iqb | AAK08 509. 1 1 polyprotein [Hepatitis C virus type 1 1232 0.0 

qi | 7 65024 6 |qb | AAF65954 . 1 | polyprotein [Hepatitis C virus] 1232 0.0 

qil 591894 5|qb|AAD56188. 11 polyprotein [Hepatitis C virus] 1232 0.0 

qi 1 7 65024 4 |qb | AAF65953.il polyprotein [Hepatitis C virus] 1231 0.0 

qi | 5 918 939 |qb I AAD5 61 85. 1| polyprotein [Hepatitis C virus] 1231 0.0 

qi | 5918 937 | qb I AAD56184 . 1 | polyprotein [Hepatitis C virus] 1231 0.0 
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qil 4 6560636 |qb I AATQ064 4 . 1 | polyprotein [Hepatitis C virus] 1231 0.0 

qil 23957 857 | qb I AAD4 4 718 . 2 1 polyprotein [Hepatitis C virus] 1231 0.0 

qil 76502 66 |qb|AAF65964 . 1 | polyprotein [Hepatitis C virus] 1231 0.0 

qil 5821155 | dbj IBAA83719. 1 | polyprotein [Hepatitis C virus] 1231 0.0 

qil 870804 31 1 emb | CAH64 68 6 . 1 1 polyprotein [Hepatitis C virus] 1231 0.0 

qi | 5918 967 | qb 1 AAD56199 . 1 | polyprotein [Hepatitis C virus] 1230 0.0 

qil 115594 69 | dbj IBAB18814 . 1 | polyprotein [Hepatitis C virus] 1230 0.0 

qil 4 8237634 | qb | AAT40682 . 1 | polyprotein [Hepatitis C virus] 1230 0.0 

qil 1212742 | dbj IBAA08120. 1 | HCV polyprotein [Hepatitis C virus] 1230 0.0 

qil 7 65024 8 | qb | AAF65955 . 1 | polyprotein [Hepatitis C virus] 1229 0.0 

qil 7 650236 |qb|AAF6594 9. 1 | polyprotein [Hepatitis C virus] 1229 0.0 

qil 5918 951 |qb| AAD56191. 1 1 polyprotein [Hepatitis C virus] 1229 0.0 

qi|266820|sp|Q00269|POLG HCVJT Genome polyprotein [Contains: ... 1229 0.0 

qi I 4 64178 | dbj | BAA03581.il polyprotein [Hepatitis C virus (iso... 1229 0.0 

qi | 1155944 7 | dbj I BAB18803. 1 | polyprotein [Hepatitis C virus] 1229 0.0 

qil 5918 94 9|qb|AAD56190. 1 | polyprotein [Hepatitis C virus] 1229 0.0 

qi | 54 41839 | emb | CAB4 6915 . 1 1 non-structural polyprotein [Hepati... 1229 0.0 

qi | 54 2037 7 | emb |CAB4 6677 . 1 [ polyprotein [Hepatitis C virus typ. . . 1228 0.0 

qi | 6200614 7 | dbj IBAD9138 6. 1 | polyprotein [Hepatitis C virus] ~ 1228 0.0 

qi | 57 3824 7 | qb | AAD50312 . 1 | polyprotein precursor [Hepatitis C vir 1228 0.0 

qi | 7 650228 | qb | AAF6594 5 . 1 | polyprotein [Hepatitis C virus] ■ 1228 0.0 

qi | 5918 957 | qb I AAD56194 : 1 | polyprotein [Hepatitis C virus] 1228 0.0 

qi | 5918 929 |qb| AAD5618Q . 1 | polyprotein [Hepatitis C virus] 1228 0.0 

qi | 7 650256|qb|AAF65959. 1 | polyprotein [Hepatitis C virus] 1228 0.0 

qi | 7 650222 |qb|AAF65942 . 1 | polyprotein [Hepatitis C virus] 1228 0.0 

qi | 4 6560634 I qb I AAT0064 3 . 1 1 polyprotein [Hepatitis C virus] 1227 0.0 

qi | 115594 55 | dbj IBAB18 807. 1 | polyprotein [Hepatitis C virus] 1227 0.0 

qi | 7 65024 0 | qb | AAF65951 . 1 | polyprotein [Hepatitis C virus] 1227 0.0 

qi | 115594 51 | dbj IBAB188Q5. 1 | polyprotein [Hepatitis C virus] 1227 0.0 

qil 115594 45 | dbj IBAB188Q2. 1 | polyprotein [Hepatitis C virus] 1227 0.0 

qi I 471117 | dbj I BAA01728.il polyprotein precursor [Hepatitis C vir 1227 0.0 

qil 5918 953|qb|AAD56192. 1 | polyprotein [Hepatitis C virus] 1226 0.0 

qil 1155944 9 | dbj IBAB18804 . 1 | polyprotein [Hepatitis C virus] 1226 0.0 

qi | 27 64 398 I emb|CAA03854 . 1 | polyprotein [Hepatitis C virus] 1226 0.0 

qi | 56342187 | dbj | BAD73971 . 1 | polyprotein [Hepatitis C virus type 1226 0.0 

qi | 7341103 | qb I AAF61205 . 1 | polyprotein [Hepatitis C virus] 1226 0.0 

qi| 7 650234 | qb|AAF6594 8 . 1 | polyprotein [Hepatitis C virus] 1226 0.0 

qi | 5 918 955 | qb | AAD5 6193. 1 | polyprotein [Hepatitis C virus] 1226 0.0 

qi I 5918 931 1 qb | AAD56181 . 1 1 polyprotein [Hepatitis C virus] 1226 0.0 

qi I 266821 1 sp| P29846 | POLG HCVTW Genome polyprotein [Contains: ... 1226 0.0 

qil 11559441 | dbj IBAB18800. 1| polyprotein [Hepatitis C virus] 1226 0.0 

qi | 5 634 2185 | dbj | BAD73970. 1 | polyprotein [Hepatitis C virus type 1225 0.0 

qi| 7 650254 | qb | AAF65958 . 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 5918 933 | qb | AAD56182 . 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 1814 088 | dbj IBAA09074 . 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 1160328 I dbj IBAA03375. 1 1 polyprotein [Hepatitis C virus] 1225 0.0 

qi | 56342203 | dbj IBAD73979. 1 | polyprotein [Hepatitis C virus type 1225 0.0 

qi| 56342189 | dbj IBAD73972.1 | polyprotein [Hepatitis C virus type 1225 0.0 

qi | 7 650252 |qb|AAF65957 . 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 7 65024 2 | qb I AAF65952 . 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 5918 959|qb|AAD56195. 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 5918 94 3 | qb I AAD56187 . 1 | polyprotein [Hepatitis C virus] 1225 0.0 

qi | 2754 4 24 4 I dbj | BAC54 896. 1 1 polyprotein [Hepatitis C virus] 1225 0.0 

qi | 115594 53 I dbj I BAB18806. 1 1 polyprotein [Hepatitis C virus] 1225 0.0 

qi | 5634 224 3 | dbj | BAD73999. 1 | polyprotein [Hepatitis C virus type 1224 0.0 

qi | 5634 2241 1 dbj | BAD7 3998 . 1 1 polyprotein [Hepatitis C virus type 1224 0.0 

qi | 56342237 | dbj IBAD73996. 1 1 polyprotein [Hepatitis C virus type 1224 0.0 

qi | 115594 61 | dbj IBAB18810. 1 | polyprotein [Hepatitis C virus] 1224 0.0 

qil 221615 | dbj IBAA188 94.1| polyprotein [Hepatitis C virus] 1224 0.0 

qi | 56342239 | dbj I BAD73997 . 1 | polyprotein [Hepatitis C virus type 1224 0.0 

qil 1814085 1 dbj IBAA09071.il polyprotein [Hepatitis C virus] 1224 0.0 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 4 of 235 

qi | 56342201 Idbj I BAD73978. 1 [ polyprotein [Hepatitis C virus type 1224 0.0 

qi | 7 6502 64 | qb I AAF65963 . 1 1 polyprotein [Hepatitis C virus] ' 1224 0.0 

qi | 5918 941 | qb 1 AAD56186 . 1 | polyprotein [Hepatitis C virus] 1224 0.0 

qi | 54 4184 2 lemb | CAB4 6917 . 1 | non-structural polyprotein [Hepati... 1224 0.0 

qi | 5634 2193 [dbj IBAD7397 4 . 1 | polyprotein [Hepatitis C virus type 1223 0.0 

qi | 115594 59 Idbj | BAB18809. 1 | polyprotein [Hepatitis C virus] 1223 0.0 

qi | 5634 2191 |dbj 1 BAD7 3973. 1 1 polyprotein [Hepatitis C virus type 1223 0.0 

qi | 7 650224 | qb | AAF65943 . 1 | polyprotein [Hepatitis C virus] 1223 0.0 

qi | 115594 65 Idbj I BAB18812. 1 | polyprotein [Hepatitis C virus] 1223 0.0 

qi 1 11559443 Idbj | BAB18801. 1 1 polyprotein [Hepatitis C virus] 1223 0.0 

qi I 56342229 I dbj IBAD73992. 1| polyprotein [Hepatitis C virus type 1222 0.0 

qi | 5634 2225 Idbj I BAD7 3990. 1 1 polyprotein [Hepatitis C virus type 1222 0.0 

qi I 56342199 I dbj IBAD73977. 11 polyprotein [Hepatitis C virus type 1222 0.0 

qi | 56342197 | dbj IBAD73976. 1 | polyprotein [Hepatitis C virus type 1222 0.0 

qi | 5634 2195 Idbj [BAD7397 5. 1 | polyprotein [Hepatitis C virus type 1222 0.0 

qi | 496367 | dbj I BAA03905. 1 | polyprotein precursor [Hepatitis C vir 1222 0.0 

qi 1 174 97 62 Idbj | BAA14 035. 1 1 unnamed protein product [Hepatitis C 1222 0.0 

qi | 56342227 1 dbj I BAD73991 . 1 1 polyprotein [Hepatitis C virus type 1222 0.0 

qi | 7 65022 6 | qb | AAF6594 4 . 1 | polyprotein [Hepatitis C virus] * 1222 0.0 

qi | 56342209 Idbj | BAD73982. 1 | polyprotein [Hepatitis C virus type 1221 0.0 

qi | 5918 935 | qb | AAD56183 . 1 1 polyprotein [Hepatitis C virus] 1221 0.0 

qi I 5634 2215 |dbj IBAD73985. 1 1 polyprotein [Hepatitis C virus type 1221 0.0 

qi | 56342211 | dbj I BAD7 3983. 1 | polyprotein [Hepatitis C virus type 1221 0.0 

qi | 7 650238 1 qb I AAF6595Q . 1 1 polyprotein [Hepatitis C virus] 1221 0.0 

qi | 319804 53 1 dbj | BAC777 67 . 1 [ NS protein [Hepatitis C virus] 1221 0.0 

qi [ 181408 6 | dbj IBAA09072.il polyprotein [Hepatitis C virus] 1221 0.0 

qi | 5634 2231 Idbj 1 BAD73993. 1 1 polyprotein [Hepatitis C virus type 1221 0.0 

qij 7 650230 |qb|~AAF6594 6. 1 1 polyprotein [Hepatitis C virus] 1221 0.0 

qi [221611 Idbj jBAA14 233.il unnamed protein product [Hepatitis ... 1221 0.0 

qi 1 1181832 | qblAAA8 6907. 1 | polyprotein ; 1221 0.0 

qi | 4 7537191 emb | CAB4 1950 . 1 1 polyprotein [Hepatitis C virus] 1220 0.0 

qi | 5634 2221 Idbj IBAD73988. 1 | polyprotein [Hepatitis C virus type 1220 0.0' 

qi | 56342217 | dbj | BAD7398 6 . 1 | polyprotein [Hepatitis C virus type 1220 0.0 

qi | 56342213 Idbj I BAD73984 . 1 | polyprotein [Hepatitis C virus type 1220 0.0 

qi I 221605 | dbj | BAAQ2756.il polyprotein precursor [Hepatitis C vir 1220 0.0 

qi | 1814 087 | dbj | BAA09073. 1 1 polyprotein [Hepatitis C virus] 1220 0.0 

qi | 18027 685 | qb | AAL55821. 1 | polyprotein [Hepatitis C virus] 1219 0.0 

qi | 7 6502 50 | qb | AAF65 95 6 . 1 | polyprotein [Hepatitis C virus] 1219 0.0 

qi | 115594 67 )dbj | BAB18813. 1 | polyprotein [Hepatitis C virus] . 1219 0.0 

qi | 115594 63 Idbj 1BAB18811 . 1 1 polyprotein [Hepatitis C virus] 1219 • 0.0 

qi | 56342205 Idbj 1BAD73980. 1 | polyprotein [Hepatitis C virus type 1219 0.0 

qi | 385584 | qb I AAB27 127 . 1 1 polyprotein [Hepatitis C virus] >gi I . . . 1218 0.0 

qi | 5 6078 9 1 dbj IBAA06303. 1 1 polyprotein [Hepatitis C virus] 1218 0.0 

qi | 5 6342219 Idbj I BAD7 3987 . 1 | polyprotein [Hepatitis C virus type 1217 0.0 

qi | 3098 633 | qb | AAC15722 . 1 | polyprotein [Hepatitis C virus] 1217 0.0 

qi 1 8 6372255 1 qb IABC95195.il polyprotein [Hepatitis C virus] 1217 0.0 

qi 1 67 7 73303 | qb | AAY81920. 1 | polyprotein [Hepatitis C virus] 1217 0.0 

qi 15634 2223 | dbj IBAD7398 9.il polyprotein [Hepatitis C virus type 1217 0.0 

qi 1 221607 Idbj IBAA01583.il polyprotein precursor [Hepatitis C vir 1217 0.0 

qi | 80322852 Iqb | ABB52628. 1 1 polyprotein [Hepatitis C virus] 1216 0.0 

qi | 5918 963 | qb 1 AAD56197 . 1 j polyprotein [Hepatitis C virus] 1216 0.0 

qi | 5918 961 Iqb 1AAD561 96. 1 1 polyprotein [Hepatitis C virus] . 1216 0.0 

qi 1 1944376 Idbj | BAA19625. 1 1 unnamed protein product [Hepatitis C 1216 0.0 

qi 1 1814 089 Idbj | BAA09076. 1 | polyprotein [Hepatitis C virus] 1216 0.0 

qi | 19568 933 | qb j AAL91 977 . 1 1 polyprotein [Hepatitis C virus type 1 1215 0.0 

qi | 5634 2235 Idbj IBAD73995. 1 1 polyprotein [Hepatitis C virus type 1215 0.0 

qi | 56342233 | dbj 1 BAD73994 . 1 | polyprotein [Hepatitis C virus type 1215 0.0 

qi I 3098 637 |qb|AAC15724 . 1| polyprotein [Hepatitis C virus] 1215 0.0 

qi | 154 87 694 1 qb | AAL0090Q . 1 | polyprotein [Hepatitis C virus] 1214 0.0 

qi 1 3098 635 I qb I AAC157 23 . 1 1 polyprotein [Hepatitis C virus] 1214 0.0 

qi I 3098651 1 qb I AAC15730 . 1 1 polyprotein [Hepatitis C virus] 1214 0.0 
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Iqb 


(AAT94253 
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[ Hepatitis 


c 


virus] 


1089 


0 


. 0 


qi 


51039181 


Iqb 


IAAT94279 


• 1 1 


polyprotein 


[Hepatitis 


c 


virus] 


1087 


0 


.0 


qi 


190658415 


Iqb 


IABD97104 
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polyprotein 


[Hepatitis 
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qi 
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51039097 | qb | AAT94252 . 1 | 



633202 | emb | CAA54244.il 



1183029|dbj 1BAA04609.1I 



6307 9192 | qbl AAY2964 2. 1 | 



51039118 |qb| AAT94 259. 1 | 



5103908 6 | qb | AAT94 25Q. 1 | 



33413921|qb|AAP55686.1| 



33413919|qb|AAP55685.1| 



558521|dbj | BAA06044.il 



polyprotein [Hepatitis 
unnamed protein product 

polyprotein [Hepatitis 

polyprotein 

polyprotein 

polyprotein 

polyprotein 

polyprotein 
polyprotein 



C virus] 
[Hepatiti 



[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis C virus (i 



virus 
virus] 
virus] 
virus] 
virus] 
virus] 



s C 
is . . 



6521009|dbj | BAA88057.il 



51039082 |qb| AAT94 24 8.1 | 



33413925 |qb|AAP55 688, 1 I 



33413955 | qb | AAP557Q3. 1 | 



33413935 | qb | AAP55693. 1 | 



33413931 |qb|AAP55691. 1 | 



33413957 |qb| AAP55704 . 1 | 



33413945 | qbl AAP55698, 1 1 



3341394 3 | qb | AAP55697. 1 | 



334139391 qb| AAP55695. 1 | 



334139331 qb| AAP55692. 1 | 



33413941|qb|AAP55696.1| 



33413953|qb|AAP55702. 1| 



51039122 | qb | AAT94261. 1| 



33413951 | qb| AAP55701. 1 | 



975754 2 | dbj | BAB08107.il 



33413937iqb|AAP55694.1| 



33413929 | qb | AAP55690. 1 1 



334139271qb|AAP55689.1| 



130468 | spl P26661 I POLG 



737653791 qb|AAZ85047. 1 | 



polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
HCVJ8 Genome polyprotein 
polyprotein [Hepatitis 



[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 
[Hepatitis 



so . 
is . 



(is , 



13122268 | dbj | BAB32875 . 1 1 



1483142|dbj | BAA08911.il 



7329203|qb|AAF59941.1| 



53680894 | qb | AAU8 9634 . 1 | 



1183033 | dbj | BAA09890.il 



6010580|qb|AAF01178.1| 



polyprotein [Hepatitis C virus] 
3341394 91 qbl AAP557 00. 1 | polyprotein [Hepatitis C virus] 
3341394 7 | qb | AAP55699. 1 | polyprotein [Hepatitis C virus] 
7329211 | qb| AAF5994 5 . 1 | polyprotein [Hepatitis C virus] 
7 329201 | qb| AAF5994 0. 1 [ polyprotein [Hepatitis C virus] 
51039133|qb|AAT94 2 63. 1| polyprotein [Hepatitis C virus] 
14 35035 | dbj I BAA08372 . 1 | polyprotein [Hepatitis C virus (is. 
6707 280 I qb| AAF2 5 610. 1 1 polyprotein [Hepatitis C virus] 
1304 66 | sp| P26660 I POLG_HCVJ6' Genome polyprotein [Contains: . 
13122264 | dbj IBAB32873. 1 | polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus (is. 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus (is. 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 

polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] >g. 

polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 
polyprotein [Hepatitis C virus] 



7329209|qb|AAF59944.11 



6707286|qb|AAF25613.1| 



33413923 | qb| AAP55687. 1| 



6707282|qb|AAF25611.1| 



6707284 | qb|AAF25612. 1 j 



13122274 jdbj |BAB32878.1| 



51039110|qb| AAT94255. 1 | 



51039142|gb|AAT94265.1| 



51039146|qb|AAT94267.1| 



2731656|qb|AAB93504.1| 



2731654|qb|AAB93503.1| 



51039155|qb|AAT94269.1| 



51039177|qb|AAT94277.1| 



13122272 I dbj I BAB32877 . 1 1 



51039120 | qb| AAT94 2 60. 1 I 



1084 
1084 
1084 
1082 
1081 
1080 
1079 
1079 
1079 
1079 



virus 
virus] 
virus] 
virus] 
virus] 
virus] 
virus] 
virus] 
virus] 
virus] 
virus ] 
virus] 
virus] 
virus] 
virus] 
virus 
virus] 
virus] 
virus] 
[Contains : 
C virus (isola 1070 



1079 
1078 
1078 
1078 
1077 
1077 
1076 
1076 
1076 
1075 
1075 
1075 
1074 
1074 
1073 
1072 
1072 
1071 
1070 



13122270 | dbj IBAB3287 6.il 
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1066 
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1063 
1063 
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1061 
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1056 
1055 
1055 
1055 
1055 
1054 
1052 
1051 
1050 



0.0 
0.0 
0.0 
0.0 



0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 



0.0 
0.0 



0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 



0.0 
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0.0 
0.0 
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13122266|dbj [BAB32874.il polyprotein [Hepatitis C virus] 
7329207 |qb|AAF5994 3. 1 1 polyprotein [Hepatitis C virus] 
51039067 | qb | AAT94 24 4 . 1 1 polyprotein [Hepatitis C virus] 
7329205 |qb| AAF5994 2. 1 | polyprotein [Hepatitis C virus] 
51039195 | qb] AAT94 284 . 1 | polyprotein [Hepatitis C virus] 
131222 62 | dbj |BAB32872.1| polyprotein [Hepatitis C virus 
40714446 | dbj 1BAD0694 2.1I hepatitis C virus nonstructural prot 
568 974 6 | emb | CAB51915 . 1 | HCV nonstructure protein 3 [Hepatitis 
827 06169 | qb| ABB894 69. 1 | non-structural protein 3 [Hepatitis C 
780963591 emb | CAJ201 68 . 1 1 non structural protein 3 [Hepatitis 
78096333 | emb | CAJ20155 . 1 | non structural protein 3 [Hepatitis 



(i. 



24 4 34 29 I qb I AAB88251 . 1 I polyprotein [Hepatitis C virus] 



78096361 | emb|CAJ20169. 1 | 



780963531 emb 1CAJ201 65. 1 | 



78096339 | emb I CAJ20158. 1 1 



780963351 emb | CAJ20156. 1 | 



7 8096365 I emb | CAJ2017 1 . 1 1 



78096355 | emb | CAJ20166 . 1 | 



7809637 3 I emb I CAJ20175 . 1 1 



78096341 | emb | CAJ20159.il 



7 8096369 | emb | CAJ2017 3.il 



7 8096331 | emb | CAJ20154 .11 



7 8096371 | emb | CAJ20174 .1| 



78 096323 | emb | CAJ20150 . 1 | 



7809634 3 [emb | CAJ201 60. 1 | 



non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

4389394 | pdb | 1A1V | A Chain A, Hepatitis C Virus Ns3 Helicase... 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 

non structural protein 3 [Hepatitis 
polyprotein [Hepatitis C virus] 

non structural protein 3 [Hepatitis 



78096363 1 emb | CAJ20170. 1 | 



78 096337 | emb | CAJ20157 . 1 | 



7809634 7 | emb | CAJ20162 .1 | 



78096357 | emb|CAJ20167 . 1 1 



78096367 | emb | CAJ20172.il 



78096325 1 emb | CAJ20151 . 1| 



78096351 1 emb 1CAJ2Q164.1 | 



7809634 51 emb | CAJ201 61. 1 | 



7809634 9|emb|CAJ20163. 1 | 



78096329|emb|CAJ20153.1| 



67 811010 |qb| AAY82Q55. 1 | 



78 096327 | emb I CAJ2 01 52. 1 | 



5616215 1 qb| AAD45674 . 1 1 NS3 helicase [Hepatitis C virus] 

5616217 |qb| AAD45675. 1 1 NS3 helicase [Hepatitis C virus] 

5031420 1 qb | AAD38 162. 1 1 polyprotein [Hepatitis C virus] 

5616212 jqb|AAD4 567 3. 11 NS3 helicase [Hepatitis C virus] 

1372955 1 qbl AABQ2124 . 1 | NS3 gene product 

1303664 |qbl AAB02125. 1 | polyprotein 

83755049|pdb|2F55|C Chain C, Two Hepatitis C Virus Ns3 Hel . . . 

4930270 |pdb| 8QHM | Crystal Structure Of Rna Helicase From . . . 
7 93912 | qb 1 AAA65789. 1 | precursor protein 

221620 | dbj | BAAQ3177 . 1 | NS3-4 protein [Hepatitis C virus] 
5353561 1 gb| AAD4 2 17 9. 1 1 superoxide dismutase/HCV major epit . . . 
2731650 I qb | AAB93501 . 1 1 polyprotein [Hepatitis C virus] 
2731652 | qbl AAB93502. 1 | polyprotein [Hepatitis C virus] 
7 65334 I qbl AAB31751 . 1 1 c33-c antigen [Hepatitis C virus] 
2216221dbj |BAAQ3178.1| NS3 protein [Hepatitis C virus] 
2160336 | dbj I BAA01515.il ORF 1 [Hepatitis C virus] 
4 4 33101 I dbj IBAA2Q994.il NS3 protein [Hepatitis C virus] 
2 660971 |qb|AAB88162. 1 | polyprotein [Hepatitis C virus] 
2660969 | qbl AAB88161 . 1 | polyprotein [Hepatitis C virus] >gi... 
2 66097 7 | qbl AAB88 165. 1 1 polyprotein [Hepatitis C virus] 
2 660983 1 qb I AAB88 168. 1 I polyprotein [Hepatitis C virus] 



1049 
1049 
1048 
1048 
1046 
1043 
1039 
1031 
966 
925 
915 
912 
911 
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906 
893 
884 
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880 
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880 
880 
879 
879 
877 
877 
876 
875 
875 
874 

872 
870 
870 
870 
867 
863 
861 
859 



0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 



0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 

0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 
0.0 

0.0 
0.0 



0.0 

0.0 
0.0 
0.0 

2e-150 
2e-145 
2e-140 
le-138 
5e-136 
7e-135 
2e-131 
4e-128 
9e-128 
le-127 
2e-127 



□ 



□ 
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2660957 |qblAAB88155. 1 



2660945 



2660973 



2660979 



2660963 



2660953 



2660955 



2660951 



2660967 



2660949 



2660935 



2660961 



2660933 



2660937 



2660939 



2660959 



2660965 



2660929 



2660943 



2660981 



2660927 



2660941 



2660975 



221653 | dbj 



3157746 



3157752 



3157744 



3157750 



3157754 



3157740 



3157742 



3157748 



3* 



2* 



gb 



gb 



5b 



5k 



qb 



gb 



gb 



gb 



gb 



gb 



gb 



gb 



gb 



gb 



5k 



5k 



5k 



AAB88149. 1 



AAB88163. 1 



AAB88166. 1 



AAB88158 . 1 



AAB88153. 1 



AAB88154 . 1 



AAB88152 . 1 



AAB88160. 1 



AAB88151.1 



AAB88144 . 1 



AAB88157 . 1 



AAB88143. 1 



AAB88145. 1 



AAB88146. 1 



AAB88156. 1 



AAB88159. 1 



AAB88141 . 1 



AAB88148 . 1 



AAB88167.1 



AAB88140. 1 



AAB88147. 1 



AAB88164 . 1 



BAA02670. 1 



dbj lBAA28501.il 



dbj [BAA285Q4.il 



dbj IBAA285Q0.il 



dbj [BAA285Q3.il 



dbj IBAA285Q5.il 



dbj 1BAA28498.1I 



dbj [BAA284 99.il 



dbj IBAA285Q2.il 



polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein ( 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein | 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 
polyprotein 



Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

Hepatitis 

[Hepatitis 

[Hepatitis 

[Hepatitis 

[Hepatitis 

[Hepatitis 

[Hepatitis 

[Hepatitis 

[Hepatitis 



C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus genotyp 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 
C virus] 



68565638 | sp|Q69422 | POLGGBVB Genome polyprotein [Contains: 



33090378 | qb | AAP57528 . 1 | 



13162188 |emb|CAC33083.1 | 



9628102|ref |NP 056931.11 



21727887 | emb | CAD21957 . 1 | 



3157802|dbj |BAA28529.1| 



polyprotein [synthetic construct] 
polyprotein [Hepatitis GB virus B] 

polyprotein [Hepatitis GB virus B. . . 
non-structural polyprotein [Hepatiti 
polyprotein [Hepatitis C virus] >g. . . 



459 
459 
458 
458 
458 
458 
458 
458 
457 
457 
456 
456 
456 
455 
454 
454 
454 
453 
452 
451 
450 
448 
444 
434 
407 
406 
405 
403 
403 
402 
401 
400 
400 
400 
400 

400 
397 
396 



2e-127 
3e-127 
3e-127 
4e-127 
4e-127 
4e-127 
5e-127 
5e-127 
5e-127 
7e-127 
2e-126 
2e-126 
2e-126 
3e-126 
5e-126 
6e-126 
8e-126 
le-125 
3e-125 
6e-125 
le-124 
5e-124 
7e-123 
5e-120 
le-111 
2e-lll 
3e-lll 
le-110 
2e-110 
4e-110 
5e-110 
le-109 
le-109 
le-109 
2e-109 

2e-109 
8e-109 
2e-108 



Alignments 

Get selected sequences | ■ Select all : | > Deselect all I j Distance tree of results 



> r qi 1 130455 I sp| P26664 1 POLG HCV1 Genome polyprotein [Contains: Core protein p21 (Caps: 
C) (p21) ; Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70); p7; 
Protease NS2-3 (p23); Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) .(p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) <p56); RNA-directed RNA polymerase (NS5B) (p68)] 

qi I 329874 | qb | AAA4 5676 . 1 I HCV-1 
Length=3011 

Score = 1302 bits (3370), Expect = 0.0, Method: Composition-based stats. 
Identities = 683/685 (99%), Positives = 683/685 (99%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 
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Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRT I AS PKG P VI QM YTN VDQDLVGWPAPQGS RS LT PCTCGS S DL YLVTRHADV I P VRRRG 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1267 YMSKAHGIDPNIRTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 

Query 301 LG IGT VLDQAETAGARLVVLATAT PPGS VT VPH PN I EEVALSTTGE I PFYGKAI PLEVI K 
LG IGTVLDQAETAGARLVVLATATPPGS VT VPH PN I EEVALSTTGE I PFYGKAI PLEVI K 
Sbjct 1327 LG IGTVLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALSTTGE I PFYGKAI PLEVI K 

Query 361 GG RH L I FC H S KKKC DE LAAKL VALG I N A V AY YRGLDVSVIPPIG D V V WAT D ALMTG YTG 
GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 15 67 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 
RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 
Sbjct 1627 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

VLSGKPAI IPDREVLYREFDEMEEC 
Sbjct 1687 VLSGKPAIIPDREVLYREFDEMEEC 1711 



> JT qi I 14 53224 9 | gb | AAK66556 . 1 | HCV type la/lb chimera polyprotein [synthetic construct 
qi | 14 53224 7 | qb| AAK66555 . 1 | HCV type la polyprotein [synthetic construct] 
qi | 14 53224 5 | qb I AAK66554 . 1 | HCV type la/lb chimera polyprotein [synthetic construct] 

Length=3011 

Score = 1302 bits (3370), Expect =0.0, Method: Composition-based stats. 
Identities = 683/685 (99%), Positives = 683/685.(99%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRT IAS PKGPVIQMYTNVDQDLVGWPAPQGSRSLT PCTCGS S DL YLVTRHADV I PVRRRG 
Sbjct 1087 TRT IAS PKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 
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Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaaIa^ : iYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 
Sb j ct 1 627 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAIIPDREVLYREFDEMEEC 
Sbjct 1687 VLSGKPAI I PDREVLYREFDEMEEC 1711 



> 17 gi I 8 92 624 5 |qb|AAF8 1759. 1 | polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1301 bits (3366), Expect = 0.0, Method: Composition-based stats. 
Identities - 682/685 (99%), Positives = 683/685 (99%), Gaps = 0/685 (0%) 

AP I TAYAQQTRGLLGC 1 1 TS LTGRDKNQVEGEVQ I VSTAAQT FLAT CI NG VCWT V YHGAG 6 0 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQI VSTAAQT FLATCINGVCWTVYHGAG 1086 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
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Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 



180 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 



VLSGKPAI I PDREVLYREFDEMEEC 685 
VLSGKPAI I PDREVLY+EFDEMEEC 



> F gi I 14 532251 | qb | AAK66557 . 1 1 HCV type la/lb chimera mutant polyprotein [synthetic cor 
Length=3011 

Score = 1299 bits (3362), Expect = 0.0, Method: Composition-based stats. 
Identities = 681/685 (99%), Positives = 682/685 (99%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct . 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgsl 1 spr PI SYLKGSSGG PLLCPAGHAVG I FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSG +TKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGAATKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 
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Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNI EEVALSTTGEI PFYGKAI PLEVI K 138 6 

GGRHLI FCH S KKKC DELAAKLVALG I NAVAY YRGLD VS V I P P I G DV VVVAT DALMTG YTG 420 
GGRHLI FCH S KKKC DELAAKLVALG I NAVAY YRGL DVS V I P GDWVVAT DALMTG YTG 

GGRHLI FCH S KKKC DELAAKLVALG I NAVAYYRGLDVS VI PTSGDVVVVAT DALMTG YTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvgg vlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 1686 

VLSGKPAIIPDREVLYREFDEMEEC 685 
VLSGKPAI I PDREVLYREFDEMEEC 
VLSGKPAI I PDREVLYREFDEMEEC 1711 



> P qi I 32987 6 [qb[AAA4 5677. 1 1 polyprotein 
Length=2'436 

Score = 1297 bits (3357), Expect = 0.0, Method: Composition-based stats. 
Identities = 683/685 (99%), Positives = 683/685 (99%), Gaps = 0/685 (0%) 
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361 



APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 636 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 696 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 756 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 816 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 87 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 936 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPI GDWVVAT DALMTGYTG 4 20 
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GG RH L I FC H S KKKC DELAAKL VALG I N A V A Y Y RGL D VS V I P GDVWVATDALMTGYTG 

Sbjct 937 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 996 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 

Sbjct 997 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1056 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1057 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1116 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1117 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 117 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 

Sbjct 1177 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 1236 



Query 661 VLSGKPAI IPDREVLYREFDEMEEC 685 

• VLSGKPAI IPDREVLYREFDEMEEC 
Sbjct 1237 VLSGKPAI IPDREVLYREFDEMEEC 1261 



> IT qi I 6307 918 8 | qb| AAY2964 0. 1 1 polyprotein [Hepatitis C virus] 
Length=2889 

Score = 1287 bits (3331), Expect =0.0, Method: Composition-based stats. 
Identities = 672/685 (98%), Positives = 681/685 (99%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 d s r g s 1 1 s p r P I S Y L KG S S G G P L LC P AG H AVG I FRAA VC T RG V AKA V DFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVE+LETTMR 

Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGVFRAAVCTRGVAKAVDFIPVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVA+G+NAVAYYRGLDVSVI P G DV VV VAT DALMTG+ TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLVAMGVNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 144 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 
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Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct ' 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 15 67 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLYREFDEMEEC 
Sbjct 1687 VLSGKPAI I PDREVLYREFDEMEEC 1711 



> C qi | 5527 5808 | gbj AAV4 974 2 . 1 1 polyprotein [Hepatitis C virus] 
Length=2742 

Score = 1286 bits (3329), Expect =0.0, Method: Composition-based stats. 
Identities = 673/685 (98%), Positives « 679/685 (99%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



d s r g s 1 1 s p r P I S Y L KG S S GG P LLC PAGH AVG I FRAAVC T RG VAKAV D F I P VENLE T TMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVVAT DALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTI+T TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 
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HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



Sbjct 


1567 


HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 




Sbjct 


1627 


RLGAVQNEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








VLSGKPAI I PDREVLYREFDEMEEC 




Sbjct 


1687 


VLSGKPAI I PDREVLYREFDEMEEC 1711 





>C qi I 4 84 79030 I qb| AAT4 4 836.il polyprotein [Hepatitis C virus] 
Length=2908 

Score = 1286 bits (3328), Expect =0.0, Method: Composition-based stats. 
Identities = 670/685 (97%), Positives = 680/685 (99%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGE+QIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEIQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVrrrg 120 

TRTIASPKGPVIQMYTN+DQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNIDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP V P QS FQ V AH L H A P TGSGKSTKV P AA Y AAQG Y KVL VL N P S VAAT LG FG A 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAETAG ARLVVLATAT P PGS +T VPH PN I EEVALS TTGE I P FYGKAI PLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSITVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHS KKKC DE LAAKL V ALG I N A V A Y Y RG L D V S V I P G D VVVVAT DALMTG + TG 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVI DCNTCVTQTVDFSLDPTFT I ETITLPQDAVSrtqrrgrtgrqKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPT FT I ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVI+GR+ 
Sbjct 1627 RLGAVQNEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIIGRI 1686 , 
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Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPA+ I PDREVLYREFDEMEEC 
Sbjct 1687 VLSGKPAVI PDREVLYREFDEMEEC 1711 

>P qi 12212 97 931 reflNP 671491.11 B polyprotein [Hepatitis C virus] 

qi | 2316098 1 qbl AAB66324 . 1 | B polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1286 bits (3328), Expect = 0.0, Method: Composition-based stats. 
Identities = 670/685 (97%), Positives = 678/685 (98%), Gaps = 0/685 (0%) 

Query 1 API T AYAQQT RGLLGC 1 1 T S LTGRDKNQVEGE VQ I VS T AAQT FLATC I NGVCWT V YHGAG 60 

API TAYAQQTRGLLGC I I TSLTGRDKNQVEGEVQI VSTA QT FLATC I NGVCWT VYHGAG 
Sbjct 1027 API TAYAQQTRGLLGC I ITSLTGRDKNQVEGEVQIVSTATQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSV7VATLGFGA 240 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTLTTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTV H PN I EEVALSTTGEIPFYGKAI PLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNI EEVALSTTGEIPFYGKAI PLEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP G D VVVV+T DALMT G+ TG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PTSGDVVVVSTDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVI VGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLY+EFDEMEEC 
Sbjct 1687 VLSGKPAI I PDREVLYQEFDEMEEC 1711 
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> F qi [ 6010588 I qb| AAF01182 . 1 1 polyprotein [synthetic construct] 

qi I 6010584 | qb | AAF01180 . 1 1 polyprotein [synthetic construct] 
Length=3015 

Score = 1285 bits (3324), Expect =0.0, Method: Composition-based stats. 
Identities = 669/685 (97%), Positives = 677/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAYAQQT RGLLGC 1 1 T SLTGRDKNQVEGEVQI VSTA QTFLATC I NGVCWT VYHGAG 
Sbjct 1031 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTATQTFLATCINGVCWTVYHGAG 1090 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1091 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 1150 

Query 121 ds rgsllspr PIS YLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENL TTMR 
Sb j c t 1151 DSRGSLLSPRPI S YLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFI PVENLGTTMR 1210 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1211 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1270 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1271 YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1330 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQ AET AG ARLV VLAT AT P PG S VT V HPNIEEVALSTTGEIPFYGKAIPLEVIK 
Sbjct 1331 LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAIPLEVIK 1390 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVV+TDALMTG+TG 
Sbjct 1391 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVSTDALMTGFTG 14 50 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 51 DFDSVIDCNTCVTQTVDFSLDPTFT I ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1510 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1511 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1570 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1571 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1630 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 
Sbjct 1631 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 1690 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLY+EFDEMEEC 
Sbjct 1691 VLSGKPAI I PDREVLYQEFDEMEEC 1715 



> r qi I 601058 6[qb|AAF01181. 1 |, polyprotein [synthetic construct] 

qi | 6010582 | qb \ AAFQ117 9 . 1 1 polyprotein [synthetic construct] 
Length=3015 
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Score = 1285 bits (3324), Expect =0.0, Method: Composition-based stats. 
Identities = 669/685 (97%), Positives = 677/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVST7\AQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QTFLATCINGVCWTVYHGAG 
Sbjct 1031 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTATQTFLATCINGVCWTVYHGAG 1090 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1091 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 1150 

Query 121 ds rgs 1 1 spr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENL TTMR 
Sbjct 1151 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFIPVENLGTTMR 1210 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1211 S P V FT DN S S P P AV PQ S FQ VAH LH AP T G S G KS T KV P AA Y AAQG Y KVL VLN P S VAAT LG FG A 127 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1271 YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 1330 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTV HPNIEEVALSTTGEIPFYGKAIPLEVIK 
Sbjct 1331 LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAIPLEVIK 1390 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVV+TDALMTG+TG 
Sbjct 1391 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVSTDALMTGFTG 14 50 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 51 DFDSVIDCNTCVTQTVDFSLDPTFT I ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1510 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1511 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1570 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1571 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1630 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 
Sbjct 1631 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 1690 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLY+EFDEMEEC 
Sbjct 1691 VLSGKPAI I PDREVLYQEFDEMEEC 1715 



> C gil 9930557 | qb | AAG02099 . 1 1 polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1284 bits (3322), Expect = 0.0, Method: Composition-based stats. 
Identities = 669/685 (97%), Positives = 677/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QTFLATCINGVCWTVYHGAG 
Sbjct 1027 AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTATQT FLATCI NGVCWTVYHGAG 108 6 
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TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRR+G 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRQG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENLETTMR 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

S P V FT DN S S P P VV PQS FQ VAH LHAPTGSGKSTKV P AA Y AAQG YKVL VLN P S VAAT LG FG A 240 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

YMSKAHGVDPNIRTGVRTITTGS PIT YSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVV+TDALMTG+TG 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PASGDVVVVSTDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFD VIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

DFDPVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RL G AVQN E I T L T H P VT K Y I MT C MS AD L E V VT S T W v 1 v g g v 1 a a 1 a a Y C L S T G C V V I VG R V 660 
RLGAVQNEITLTHPVTKYIMTCMSA+ EVVTSTWVLVGGVLAALAAYCLSTGCVVI VGR+ 

RLGAVQNEITLTHPVTKYIMTCMSANPEVVTSTWVLVGGVLAALAAYCLSTGCVVI VGRI 1686 

VLSGKPAI I PDREVLYREFDEMEEC 685 
VLSGKPAI I PDREVLY+EFDEMEEC 



> p qi I 2327071 1 qb 1AAB67036.11 polyprotein [Hepatitis C virus strain H77] 
Length=3011 

Score = 1283 bits (3321), Expect = 0.0, Method: Composition-based stats. 
Identities = 669/685 (97%), Positives =677/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQIVSTATQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
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DSRGSLLSPRPI S YLKGSSGGPLLCPAGHAVG+ FRAAVCTRGVAKAVDFI PVENL TTMR 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFIPVENLGTTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1326 

LGI GT VLDQAETAGARLVVLATAT PPGS VTVPHPN I EEVALSTTGE I PFYGKAI PLEVI K 360 
LG I G T VL DQAE T AG ARL V VLAT AT P PG S VT V HPNIEEVALSTTGEI PFYGKAI PLEVI K 

LGI GT VLDQAETAGARLVVLATAT PPGS VTVSHPN I EEVALSTTGE I PFYGKAI PLEVI K 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVW+TDALMTG+TG 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVSTDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 

RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 168 6 



> P qi I 6307 9190 | qb I AAY2 964 1 . 1 1 polyprotein [Hepatitis C virus] 
Length=2885 

Score = 1283 bits (3321), Expect = 0.0, Method: Composition-based stats. 
Identities = 673/685 (98%), Positives = 678/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE+LETTMR 
Sbjct 114 7 DSRGSLLSPRPI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP V PQ S FQ V AH LH A PTG S G KS T KV P AA YAAQG Y KVL VLN PS VAAT LG FG A 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 
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Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMS+AHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 1267 YMSRAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP G D VV V VAT DALMT G Y TG 

Sbjct 1387 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTGGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrqrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFT I ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 

Sbjct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLYREFDEMEEC 
Sbjct 1687 VLSGKPAI I PDREVLYREFDEMEEC 1711 



> r gi I 5527 5810 | qb 1 AAV4 974 3. 1 1 polyprotein [Hepatitis C virus] 
Length-2742 

Score = 1282 bits (3318), Expect = 0.0, Method: Composition-based stats. 
Identities = 670/685 (97%), Positives = 676/685 (98%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1086 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLEVIK 360 
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LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

LGIGTVLDQAETAGARLVVLATATPPGSITVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

GGRHLI FCH S KKKC DELAAKLVALG I NAVAY YRGL DVS VI P P I G DV WVAT DALMTG YTG 420 
GGRHLI FCHSKKKCDELAAKLV LGINAVAYYRGLDVSVIP G D WW AT DALMTG +TG 

GGRHLI FCHSKKKCDELAAKLVVLGINAVAYYRGLDVSVI PT S G DWV VAT DALMTG FTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVI DCNTCVTQTVDFSLDPTFTI + TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIDISTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HI DAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 

RLGAVQNEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 168 6 



> r gi I 63079194 1 qb | AAY2964 3 . 1 \ polyprotein [Hepatitis C virus] 
Length=2883 

Score = 1281 bits (3315), Expect =0.0, Method: Composition-based stats. 
Identities = 669/685 (97%), Positives = 678/685 (98%), Gaps = 0/685 (0%) 

Query 1 AP I TAYAQQTRGLLGC 1 1 TS LTGRDKNQVEGE VQI VS T AAQT FLATC I NG VCWT V YHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sb j ct 1147 DSRGSLLS PRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTDATS+ 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSV 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVVVAT DALMTG YTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 
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DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
H I DAH FLSQTKQSGEN FPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPT PLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQ E+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 
RLGAVQTEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVI VGRI 168 6 

VLSGKPAI I PDREVLYRE FDEMEEC 685 
+LSGKPAIIPDREVLYREFDEMEEC 



> IZ qi 12327 075 | qb[AAB67Q38. 1 1 polyprotein [Hepatitis C virus strain H77] 
Length=3011 

Score = 1280 bits (3312), Expect =0.0, Method: Composition-based stats. 
Identities = 667/685 (97%), Positives = 675/685 (98%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY QQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRT IAS PKGPVIQMYTNVDQDLVGWPAPQGSRSL PCTCGSSDLYLVTRHADVI PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENL TTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTV HPNIEEVALSTTGEIPFYGKAIPLEVIK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVV+TDALMTG+TG 



DFDSVI DCNTCVTQTVDFSLDPTFT I ETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
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RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
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600 






HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
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HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








VLSGKPAI I PDREVLY+EFDEMEEC 




Sbjct 


1687 


VLSGKPAI I PDREVLYQEFDEMEEC 1711 





> f~ gi I 9843677 | emb | CAC03609 . 1 1 unnamed protein product [Hepatitis C virus] 
Length=3011 ~ 

Score = 1278 bits (3308), Expect = 0.0, Method: Composition-based stats. 
Identities = 666/685 (97%), Positives = 677/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAV+F+PVENLETTMR 
Sbjct 114 7 DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVEFVPVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSAPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 67 YMSKAHGIDPN I RTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPH NIEEVALSTTGEIPFYGKAI PLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHSNIEEVALSTTGEIPFYGKAI PLEVIK 138 6 

Query 361 GGRHLI FC H S K KKC D E L AAKL V ALG I N A V A Y YRGLDVSVIPPIG D V V V V AT D ALMT G Y T G 420 

GGRHLI FCHSKKKCD+LAAKLVALGINAVAYYRGLDVSVI P G D V V V VAT DALMT G + T G 
Sbjct 1387 GGRHLI FCHSKKKCDDLAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDS+VLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSAVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHG TPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGSTPLLY 1626 
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Query 


601 


RLGAVONEITLTHPVTKYIMTCMSADLEVVTSTWvlvaa-laa 

A * V *. * *—l -L X XJ -Lilt V 1 IV 1 11 J i N^/ L JWXlL/ XJ 1-J V V X ' X » « * -I- V V> ▼ -X. -X. V.4 L-4 X ' XJ X \*J V V X. V "**J *• V V 


660 






RLGAVONE+TLTHPVTKYIMTCMSADLE+VTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 

IMJUXi V XJ ' X XJ X11X V i l\ 1 11 J 1 V L IwiiU/iJJ-J ■ V X fc^/ X V v V XJ V VJsJ V IJiUllJiui X XJ X V— J V V V J_ V \J 1 V ■ 




Sbjct 


1627 


RLGAVQNEVTLTHPVTKYIMTCMSADLEIVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








VLSGKP I I PD+EVLYREFDEMEEC 




Sbjct 


1687 


VLSGKPPI I PDQEVLYREFDEMEEC 1711 





> F qi 1 221587 | dbj | BAA01582 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=3011 

Score = 1278 bits (3308), Expect = 0.0, Method: Composition-based stats. 
Identities = 665/685 (97%), Positives = 674/685 (98%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



dsrgs llspr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGH VGI FRAAVCTRGVAKAVDFI PVE+LETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATS+ 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG I GT VLDQAETAGARLVVLATAT P PGS +T VPH NIEEVALSTTGEIPFYGKAIPLE IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSS+LCECYD GCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ GEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaaiaaYCLSTGCVVIVGRV 660 
RLGAVQ E+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 



VLSGKPAI I PDREVLYREFDEMEEC 685 
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VLSG+PAI I PDREVLYREFDEMEEC 
Sbjct 1687 VLSGRPAI I PDREVLYREFDEMEEC 1711 



> r gjj 6307 9186 I qb I AAY29639. 1 1 polyprotein [Hepatitis C virus] 
Length=2889 

Score = 1278 bits (3308), Expect = 0.0, Method: Composition-based stats. 
Identities = 669/685 (97%), Positives = 676/685 (98%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrqslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180" 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 

Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQ ETAGARLVVLATATPPGSVTVPH NIEEVALSTTGEIPFYGKAIPLE IK 

Sbjct 1327 LGIGTVLDQXETAGARLVVLATATPPGSVTVPHXNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKLV LGINAVAYYRGLDVSVIP GDVVVVAT DALMTG+ TG 

Sbjct 1387 GGRHL I FCH S KKKC DELAAKL VTLG I NAVAY YRGL DVS V I PT SG DVVVVAT DALMTG FTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN CVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 

Sbjct 14 4 7 DFDSVIDCNICVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvivggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYREFDEMEEC 1711 



> r qi 1232707 3 Iqb I AAB67 037. 1 | polyprotein [Hepatitis C virus strain H77] 
Length=3011 
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Score = 1278 bits (3308), Expect =0.0, Method: Composition-based stats. 
Identities = 667/685 (97%), Positives = 675/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API TAYAQQTRGLLGC 1 1 TSLT RDKNQVEGEVQIVSTA QTFLATCINGVCWTVYHGAG 
Sbjct 1027 API TAYAQQTRGLLGC 1 1 TSLTSRDKNQVEGEVQI VSTATQT FLATC I NGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENL TTMR 
Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFIPVENLGTTMR 1206 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDN SPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDN PS PPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPN I RTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 
Sbjct 1267 YMSKAHGVDPN I RTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTV HPNIEEVALSTTGEIPFYGKAI PLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAI PLEVIK 1386 

Query 361 GG RH L I FC H S KKKC DEL AAKL VALG I N A VAY YRGLDVSVIPPIG DV V V VAT D ALMT G Y T G 4 20 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVV+T DALMTG + TG 
Sb j ct 1387 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PTSGDVVVVSTDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HI DAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 
Sbjct 15 67 H I DAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVI VGRI 168 6 

Query 661 VLSGKPAII PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLY+EFDEMEEC 
Sbjct 1687 VLSGKPAI I PDREVLYQEFDEMEEC 1711 



> r qi I 6307 9196 | qb 1 AAY2964 4 . 1 j polyprotein [Hepatitis C virus] 
Length=2889 

Score = 1275 bits (3300), Expect = 0.0, Method: Composition-based stats. 
Identities = 668/685 (97%), Positives - 676/685 (98%), Gaps - 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API TAYAQQTRGLLGC I ITSLTGRDKNQVEGEVQIV TAAQT FLATC I NGVCWTVYHGAG 
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Sbjct 


1027 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVXTAAQTFLATCINGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIASPKGPVIQM TNV+QDL+GWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


1087 


TRTIASPKGPVIQMXTNVNQDLLGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


ds rosl 1 SD^PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 




Sbjct 


1147 


DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


1266 


Ouerv 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


1267 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


1326 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LG I GT VLDQAETAGARLVVLATAT P PGS TVPHPNIEEVALSTTGEI PFYGKAI PLE IK 




Sbjct 


1327 


LGIGTVLDQAETAGARLVVLATATPPGSXTVPHPNIEEVALSTTGEIPFYGKAIPLETIK 


1386 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVVAT DALMTG+ TG 




Sbjct 


1387 


GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PT SG D WVVAT DALMTG FTG 


1446 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrqrtgrqKPGIYRFVAPGE 


480 






DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 




Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 


1506 


Ouerv 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


'540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggYlaala^ : iYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








LSGKPAI I PDREVLYREFDEMEEC 




Sbjct 


1687 


XLSGKPAII PDREVLYREFDEMEEC 1711 





> U qi | 130461 | sp | P27958 | POLG HCVH Genome polyprotein [Contains: Core protein p21 (Caps: 

C) (p21) ; Core protein pl9; Envelope glycoprotein El (gp32) 

(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7 ; 

Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 

(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 

Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 

5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 

qi 1 3297 38 | qb| AAA4 5534 . 1 | polyprotein 
Length=3011 

Score = 1268 bits (3281), Expect = 0.0, Method: Composition-based stats. 
Identities = 663/685 (96%), Positives = 672/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 31 of 235 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QT FLATC I NG VCWT V YHGAG 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTATQTFLATCINGVCWTVYHGAG 1086 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQ YTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 

TRTIASPKGPVIQTYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCP GHAVG+FRAAVCTRGVAKAVDFIPVENLETTMR 

DSRGSLLSPRPISYLKGSSGGPLLCPTGHAVGLFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAA+GYKVLVLNPSVAATLGFGA 

S P V FT DN S S P PAV PQS FQ VAH LHAPTGSGKSTKV PAA Y AAKG Y KVL VLN P S VAAT LG FG A 12 66 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLAD GCSGGAYDI IICDECHSTDATSI 

YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADAGCSGGAYDI IICDECHSTDATSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

GIGTVLDQAETAGARLVVLATATPPGSVTV HPNIEEVALSTTGEI PFYGKAI PLEVIK 

SGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCH S KKKC DELAAKL VALG I NAVA Y YRGLDVS VI P GDVVVV+TDALMTG+TG 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PTSGDVVVVSTDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHL FWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLGFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN P Y LVA YQ AT VC ARAQ AP P P S W DQM KCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMRKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGR+ 

RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRI 168 6 

VLSGKPAI I PDREVLYREFDEMEEC 685 
VLSGKPAI I PDREVLY+EFDEMEEC 



> r qi I 6307 9184 | qb|AAY2 9638 . 1 1 polyprotein [Hepatitis C virus] 
Length=2882 

Score = 1263 bits (3268), Expect « 0.0, Method: Composition-based stats. 
Identities = 661/685 (96%), Positives = 674/685 (98%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIA+PKGPVIQMYTNVDQDLVGWPAPQG+RSLTPC CGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIATPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCACGSSDLYLVTRHADVIPVRRRG 114 6 



Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 
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Query 121 ds rgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE+LETTMR 

Sb j Ct 1147 DSRGSLLS PRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query* 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSK HG+DPNIRTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 

Sbjct 1267 YMSKCHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPH NIEEVALSTTGEIPFYGKAIPLE+IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHSNIEEVALSTTGEIPFYGKAIPLELIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GG RHL I FCHSK+KC++LAAKLVA G+NAVAYYRGLDVSVIP G+VVVVATDALMTG+TG 

Sb j ct 1387 GGRHLI FCHSKRKCEDLAAKLVAQGVNAVAYYRGLDVSVI PTSGNVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

+FDSVIDCNTCVTQTVDFSLDPTF IET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

Sbj ct 14 4 7 EFDSVIDCNTCVTQTVDFSLDPTFAIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 - HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN P YLVAYQATVCARAQAP P PS WDQMWKCL RLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 

Sbjct 1627 RLGAVQNEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLSTGCVVIVGRV 168 6 

Query 661 VLSGKPAI I PDREVLYRE FDEMEEC 685 

VLSGKPAI I PDREVLYRE FDEMEEC 
Sb j ct 1687 VLSGKPAI I PDREVLYRE FDEMEEC 1711 



> C qi | 7 650260 |qb| AAF65961 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1234 bits (3193), Expect = 0.0, Method: Composition-based stats. 
Identities = 636/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG- 


60 






APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTVYHGAG 




Sbjct 


1027 


APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVDQDLVGW AP GSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


SKTLAGPKGPITQMYTNVDQDLVGWQAPPGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






DSRGSLLS PRP I SYLKGSSGGPLLCP+GH VG I FRAAVCTRGVAKAVDFI PVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPISYLKGSSGGPLLCPSGHIVGI FRAAVCTRGVAKAVDFI PVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 

Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAI I PDREVLY+EFDEMEEC 

Sbjct 1687 ILSGRPAI I PDREVLYQEFDEMEEC 1711 
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1266 

300 

1326 

360 

1386 

420 

1446 

480 

1506 

540 

1566 

600 

1626 

660 

1686 



SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHGIDPNIRTG RTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
YMSKAHGIDPNIRTGARTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGI GT VLDQAETAGARL VVLATAT PPGS VT VPH PNI EEVALS TGEIPFYGKAIPLE IK 
LG I GT VLDQAETAGARLVVLATAT PPGS VT VPH PNI EEVALSNTGEI PFYGKAI PLET I K 

GGRHLIFCHSKKKCDE L AAKL VALG I N AVA Y YRG LDVSVIPPIG D VV V VAT D ALMT G Y T G 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P G DVV WAT DALMTG YTG 
GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVSVI PTSGDVVVVAT DALMTG YTG 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrortgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 
RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 



> r gi 1 115594 57 | dbj [BAB18808 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1234 bits (3193), Expect = 0.0, Method: Composition-based, stats . 
Identities = 635/685 (92%), Positives = 668/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 API TAYSQQTRGLLGCI I TSLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWT VYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPSGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPI SYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA KLVALG+NAVAY YRGLDVSVI P G D V V WAT DALMTG Y T G 
Sbjct 1387 GGRHLI FCHSKKKCDELATKLVALGVNAVAY YRGLDVSVI PTSGDVVVVATDALMTGYTG 144 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSS VLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQN++TLTHPVTK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNDVTLTHPVTKFIiyiACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAII PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAIIPDREVLYQEFDEMEEC 1711 



> r qi 17 650232 |qb|AAF65947 .1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1233 bits (3190), Expect =0.0, Method: Composition-based stats. 
Identities = 633/685 (92%), Positives = 668/685 (97%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG ' 60 
APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP-f QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTQNSSPP VPQ+FQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTRVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
YMSKAHGVDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHP+IEEVALS TGEIPFYGKAIP+EVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPSIEEVALSNTGEIPFYGKAIPIEVIK 138 ( 

GGRHLI FCHSKKKCDELAAKLVALG I NAVAY YRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 
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Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAI I PDRE LY+EFDEMEEC 

Sbjct 1687 I LSGRPAI I PDREALYQEFDEMEEC 1711 



Page 35 of 235 



GGRHLI FCHSKKKCDELAAKL ALGINAV+YYRGLDVSVIP G D WVVAT DALMTG YTG 

GGRHLI FCHSKKKCDELAAKLSALGINAVSYYRGLDVS VI PTSGDVVVVATDALMTGYTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEITLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEITLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> C gi I 5918 94 7 | qb 1 AAD5618 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1233 bits (3189), Expect = 0.0, Method: Composition-based stats. 
Identities = 634/685 (92%), Positives = 667/685 (97%), Gaps - 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPVTQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 d s r gs 1 1 sp r P I S Y LKG S SGG P LLC PAGHAVG I FRAAVC T RG V AKA V D F I PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP GH VG+ FRAAVC TRGVAKAVDFI PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPLGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I G T VL DQ AET AG ARL WL AT AT PPGSVTVPHPNIE E VALS TGEIPFYGKAIPLE+IK 
Sb j ct 1327 LGI GTVLDQAETAGARLVVLATATPPGS VTVPHPNI EEVALSNTGE I PFYGKAI PLEIIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAY YRGLDVS VI PP I GDVVVVAT DALMTG YTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP GDVVVVAT DALMTG YTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVI DCNTCVTQTVDFSLDPTFTIET I TLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 
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Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYIMTCM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMTCMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








LSG+ PAI I PDREVLY+EFDEMEEC 




Sbjct 


1687 


TLSGRPAI I PDREVLYQEFDEMEEC 1711 





> VI qi [ 5918 965 | qb | AAD5 6198 . 1 f polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1232 bits (3188), Expect = 0.0, Method: Composition-based stats. 
Identities = 634/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCP GH VG I FRAAVC T RG VAKAV D F I P VE + + ET +MR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE ALS TGEI PFYGKAI PLEVIK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 
GGRHLIFCHSKKKCDELA+KL ALG+ NAVAYYRGLDVSVI P GDVVVVAT DALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 
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HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKP LHGPTPLLY 




Sbjct 


1567 


H I DAH FLSQTKQAG DN FP YLVAYQAT VCARAQAP P PS WDQMWKCL I RLKP VLHG PT PLL Y 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 


660 






RLGAVQNE I TLTH P+TK+ IMTCMS ADLE VVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEITLTHPITKFIMTCMSADLEWTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PAII PDREVLYREFDEMEEC 




Sbjct 


1687 


I LSGRPAI I PDREVLYREFDEMEEC 1711 





> H qi 1 130458 I spl P26663 | POLG_HCVBK Genome polyprotein [Contains: Core protein p21 (Cap; 

C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 

(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 

Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 

(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 

Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 

5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 

qi 1 329771 | qb I AAA7294 5 . 1 | [Hepatitis C virus core, matrix, envelope and non-structural 
protein RNA.], gene product 
Length=3010 

Score = 1232 bits (3188), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 API T AYSQQTRGLLGC 1 1 T SLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWT V YHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A+PKGP+ QMYTNVDQDLVGWP P G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAAPKGPITQMYTNVDQDLVGWPKPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP GHAVGI FRAAVCTRGVAKAVDF+ PVE++ ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPFGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 S P V FT DN S S P P V V PQ S FQ VAH LHAPTGSGKSTKV PAA Y AAQG YKVL VLN P S VAAT LG FG A 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+P+TYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGAPVTYSTYGKFLADGGCSGGAYDI IICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E 1+ 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEAIR 138 6 

Query 361 GGRHL I FCH S KKKC DELAAKLVALG I NAVAY YRGLDVS VI P P I G DVVVVAT DALMTG YTG 420 

GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVIP I G DVVVVAT DALMTG YTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGINAVAYYRGLDVSVIPTIGDVVVVATDALMTGYTG 144 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtqrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDS VI DCNTCVTQTVDFSLDPTFTI ETTTVPQDAVSRSQRRGRTGRGRRGI YRFVT PGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 
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Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 


660 






RLGAVQNE+TLTHP+TKYIM CMSADLEWTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PAI +PDRE+LY+EFDEMEEC 




Sbjct 


1687 


ILSGRPAIVPDRELLYQEFDEMEEC 1711 





>C qi I 12831193 [Qb IAAK08509.il polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1232 bits (3187), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTG+P+TYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAIP+E 1+ 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LG I NAVAY YRGLDVS VI P I G D V V V V AT D ALM T G Y T G 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 
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RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSG+PAI+PDRE+LY+EFDEMEEC 
Sbjct 1687 ILSGRPAIVPDRELLYQEFDEMEEC 1711 



> r qi I 7 65024 6 | qb I AAF65954 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1232 bits (3187), Expect =0.0, Method: Composition-based stats. 
Identities = 635/685 (92%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGL GCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLFGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPVIQMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPVIQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPI S YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPNIRTGVRTITTG+ ITYSTYGKFLADGGCSGGAYDI I+CDECHSTD+TSI 
Sbjct 1267 YMSKAYGVDPNIRTGVRT I TTGAS ITYSTYGKFLADGGCSGGAYDI IMCDECHSTDSTSI 132 6 

Query 301 LG IGTVLDQAETAGARLVVLATAT PPGS VT VPH PN I EE VALSTTGE I PFYGKAI PLEVI K 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LG I GTVLDQAETAGARLVVLATAT PPGS VTVPHPN I EEVALSNTGE I PFYGKAI PI ET I K 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVI DCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRG I YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWD MWKCL RLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDLMWKCLTRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vqgvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLYRE FDEMEEC 
Sbjct 1687 I LSGKPAI I PDREVLYREFDEMEEC 1711 
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> r qi I 591894 5 | qb 1 AAD56188. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1232 bits (3187), Expect =0.0, Method: Composition-based stats. 
Identities = 634/685 (92%), Positives = 668/685 (97%), Gaps = 0/685 (0%) 

Query 1 API T A Y AQQT RG LLGC I ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPVTQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP GHAVG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPLGHAVGVFRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GTVLDQAETAGARLVVLATAT PPGS VTVPHPN I EEVALS TGEI PFYGKAIPLE+IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEIIK 138 6 

Query 361 GGRH L I FCH S KKKC DELAAKL VALG I NAVAY YRGLDVS VI P P I GDVVVVAT DALMTG YTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP GDVVVVAT DALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVSVIPTSGDVVVVAT DALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrt grgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 144 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvI vggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 m RLGAVQNEVTLTHPITKYIMTCMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

LSG+PAIIPDREVLY+EFDEMEEC 
Sbjct 1687 TLSGRPAIIPDREVLYQEFDEMEEC 1711 



> F qi | 7 65024 4 | qb | AAF65953 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1231 bits (3186), Expect = 0.0, Method: Composition-based stats. 
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Identities = 631/685 (92%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 API TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWT VYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP GH VGI FRAAVCTRGVAKAVDF+PVE++ ETTMR 
Sbjct 114 7 DGRGSLLSPRPVSYLKGSSGGPLLCPLGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPIEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAY YRGLDVS VI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGI YRFVAPGE 4 80 

+FDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 NFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 H I DAH FLSQTKQAGDN FPYLVAYQAT VCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMTCMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 



> r qi I 5918 9391 qb | AAD56185. 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1231 bits (3186), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 API TAYSQQTRGLLGC I VTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVFHGAG 108 6 
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Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A P+GP+ QMYTNVDQDLVGW AP GSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPQGPITQMYTNVDQDLVGWQAPPGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GH VG I FRAAVCT RG VAKAV D F I P VE + + ET TMR 

Sb j ct 114 7 DTRGSLLS PRPVSYLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SP+FTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPIFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 

Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAIP+ VIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIGVIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P G D V V V VAT DALMT G + T G 

Sb j Ct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvIvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+IPDRE+LYREFDEMEEC 
Sbjct 1687 ILSGRPAVIPDREILYREFDEMEEC 1711 



> r qi I 5 918 937 [qb|AAD5618 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1231 bits (3186), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQT RGLLGC 1 1 T S LTGRDKNQ VEGE VQ I VS TAAQT FLATC I NG VCWT VYHGAG 60 

APITAY+QQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVFHGAG 1086 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A P+GP+ QMYTNVDQDLVGW AP GSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPQGPITQMYTNVDQDLVGWQAPPGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+RGSLLSPRP+SYLKGSSGGPLLCP+GH VG I FRAAVCT RGVAKAVDFIPVE++ETTMR 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 1 53506756-5678- 1 993705 1 79 1 1 .BLASTQ4, 

Sbjct 1147 

Query 181 

Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSG+PA+IPDRE+LYREFDEMEEC 

Sbjct 1687 ILSGRPAVIPDREILYREFDEMEEC 1711 
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DTRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SP+FTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPIFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 

YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGS VTVPHPNIEEVALSTTGEI PFYGKAI PLEVI K 360 
LGI GT VLDQAETAGARLVVLATAT PPGS VT VPH PNI EEVALS TGEI PFYGKAI P+ VIK 

LG IGT VLDQAETAGARLVVLATAT PPGS VT VPH PNI EEVALSNTGEI PFYGKAI P I GVI K 138 6 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP G D V V V VAT DALMT G + TG 

GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rq rtg.rgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPVTKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 



> r qi I 4 65606361 gb] AAT0Q64 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=3014 

Score = 1231 bits (3184), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 668/685 (97%), Gaps = 0/685 (0%) 

Query 1 AP I TAYAQQTRGLLGC I ITSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWTV YHGAG 60 

APITAY+QQTRGLLGCI+TSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1031 APITAYSQQTRGLLGCIVTSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1090 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ IQMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1091 SKTLAGPKGPIIQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 1150 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1151 DSRGSLLSPRPISYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1210 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1211 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1270 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 1 53506756-5678- 1 993705 1 79 1 1 .BLASTQ4, 

Query 241 

Sbjct 1271 

Query 301 

Sbjct 1331 

Query 361 

Sbjct 1391 

Query 421 

Sbjct 1451 

Query 481 

Sbjct 1511 

Query 541 

Sbjct 1571 

Query 601 

Sbjct 1631 

Query 661 VLSGKPAII PDREVLYREFDEMEEC 685 

VLSGKPAI I PDRE LY+EFDEMEEC 

Sbjct 1691 VLSGKPAI I PDREALYQEFDEMEEC 1715 
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YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKA+G+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 

YMSKAYGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1330 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHP+IEEVALS GEIPFYGKAIP+EVIK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPSIEEVALSNIGEIPFYGKAIPIEVIK 1390 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 

GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 50 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTMPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1510 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 157 0 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+GEN PYL+AYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGENFPYLIAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1630 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQNE+ TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1690 



> F7 qi I 23957857 | qb 1 AAD4 4 718 . 2 | polyprotein [Hepatitis C virus] 
Length=3015 

Score = 1231 bits (3184), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVGWT VYHGAG 
Sbjct 1028 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1087 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1088 SKTLAGPKGPIAQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 7 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVG+FRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 8 DNRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGVFRAAVCTRGVAKAVDFVPVESMETTMR 1207 

Query 181 S PVFTDNSS PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPS VAATLGFGA 
Sbjct 1208 S PVFTDNSS PPAVPQTFQVAHLHAPTGSGKSTRVPAAYAAQGYKVLVLNPS VAATLGFGA 1267 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI I+CDECHSTD+T+I 
Sbjct 1268 YMSKAHGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IMCDECHSTDSTTI 1327 

Query 301 LG IGTVLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALSTTGE I PFYGKAI PLEVI K 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
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Sbjct 1328 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEAIK 1387 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVWATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVS VI P GDVWVATDALMTGYTG 

Sbjct 1388 GGRHLI FCHSKKKCDELAAKLSGLGINAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 7 



Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 8 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1507 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1508 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1567 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1568 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1627 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1628. RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1687 



Query 661 VLSGKPAI IPDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1688 ILSGRPAVVPDREVLYREFDEMEEC 1712 



> 17. qi I 7 650266 | qb | AAF65964 . 1 1 polyprotein [Hepatitis C virus] 

Length=3010 t 

Score = 1231 bits (3184), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API TAY+QQTRGLLGC I I TSLTGRDKNQVEGEVQ+VSTA Q+ FLAT C+NGVCWTV+H GAG 

Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 108 6 

d 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrq 120 

+ + T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+T+I 

Sbjct 1267 YMSKAHGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAETAGARLVVLATATPPGS VTVPHPN I EEVALS TGEIPFYGKAI P+E IK 

Sbjct 1327 ' LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEAIK 1386 

Query 361 GGRHLI FCHSKKKC DELAAKLVALGINAVAYYRGLDVS VI P PIG DVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDVWVATDALMTGYTG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSNLGVNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 
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Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

H I DAH FLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+IPDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAVIPDREVLYQEFDEMEEC 1711 



> P qi I 5821155 | dbj IBAA8 3719. 1 1 polyprotein [Hepatitis C virus] 
Length=3013 

Score = 1231 bits (3184), Expect = 0.0, Method: Composition-based stats. 
Identities = 635/685 (92%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLG IITSLTGRDKN+VEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1028 APITAYSQQTRGLLGSIITSLTGRDKNRVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 1087 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLT CTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1088 S KTLAGPKGP I TQMYTNVDQDLVGWPAPSGARSLTSCTCGSSDLYLVTRHADVI PVRRRG 114 7 

Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG I FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 1148 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHTVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1207 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1208 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1267 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1268 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTSI 1327 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 
Sbjct 1328 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1387 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKL ALGINAVAYYRGLDVSVI P GD VVVATDALMTGYTG 
Sbjct 1388 GG RH L I FC H S KKKC DE LAAKLS ALG I N AV A Y YRGLDVSVIPTSG DAW VAT D ALMT G Y TG 1447 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSV DCNTCVTQTVDFSLDPTFTIET T+PQD+VSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 48 DFDSVTDCNTCVTQTVDFSLDPTFTIETTTVPQDSVSRSQRRGRTGRGRGGI YRFVIPGE 1507 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
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Query 601 
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RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
H I DAH FLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 
RLGAVQNE+TLTHP+TKYIMTCMSADLEWTSTWVLVGGVLAALAAYCL+TG WIVGR+ 
RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 



> r qi 1 870804 31 1 emb | CAH64 686.il polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1231 bits (3184), Expect =0.0, Method: Composition-based stats. 
Identities = 633/685 (92%), Positives - 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVST +QTFLATC+NGVCWTVYHGAG 
Sbjct 1028 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTTSQTFLATCVNGVCWTVYHGAG 1087 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+ ++A PKGP++QMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sb j ct 1088 AKSLAGPKGPILQMYTNVDQDLVGWPAPQGTRSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 7 

Query 121 dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDF+PVE++ET MR 
Sbjct 114 8 DTRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFVPVESMETVMR 1207 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SP FTDNS+PP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1208 SPTFTDNSTPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1267 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI ' 
Sbjct 12 68 YMSKAHGIDPN I RTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI i327 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAET GAR+ VVLATAT P PGS VT VPH PNI EEVALS GEI PFYGKAIPLEVIK 
Sbjct 1328 LGIGTVLDQAETCGARMVVLATATPPGSVTVPHPNIEEVALSNIGEI PFYGKAIPLEVIK 1387 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL +LG+NAVAY YRGLDVSVI P GDVVVV+TDALMTG+TG 
Sbjct 1388 GGRHLI FCHSKKKCDELAAKLTSLGLNAVAY YRGLDVSVI PLSGDVVVVSTDALMTGFTG 14 4 7 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN CVTQTVDFSLDPTFTIET TLPQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 8 DFDSVIDCNVCVTQTVDFSLDPTFTIETTTLPQDAVSRSQRRGRTGRGRLGIYRFVTPGE 1507 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAYMNTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1508 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYMNTPGLPVCQDHLEFWESVFTGLT 1567 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAH FLSQTKQ+G+N PYLVAYQATVCARA APPPSWDQMWKCLIRLKPTL GPTPLLY 
Sbjct 1568 HIDAHFLSQTKQAGDNFPYLVAYQATVCARASAPPPSWDQMWKCLIRLKPTLRGPTPLLY 1627 
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RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 
RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGG+LAALAAYCLSTG VVIVGR+ 
RLGSVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGILAALAAYCLSTGSVVIVGRI 



> [I qi | 5918967 1 qb I AAD56199 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1230 bits (3183), Expect = 0.0, Method: Composition-based stats. 
Identities - 633/685 (92%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 

Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP GH VG I FRAAVCTRGVAKAVDFI PVE++ET+MR 

Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPLGHVVGI FRAAVCTRGVAKAVDFI PVESMETSMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 

Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GT VLDQAETAGARLVVLATAT PPGS VTVPH PNI EE ALS TGEIPFYGKAIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEAALSNTGEIPFYGKAIPLEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 420 

GGRHLI FCHSKKKCDELA+KL ALG+NAVAYYRGLDVSVI P GDVVVVAT DALMTGYTG 

Sb j ct 1387 GGRHLI FCHSKKKCDELASKLSALGVNAVAYYRGLDVSVI PTSGDVVVVAT DALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQ KQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKP LHGPTPLLY 

Sbjct 1567 HIDAHFLSQNKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPVLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 

RLGAVQNEITLTHP+TK+IMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEITLTHPITKFIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSG+PAIIPDREVLYREFDEMEEC 
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> r qi | 115594 691 dbj IBAB18814 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1230 bits (3183), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DTRGSLLSPRPVSYLKGSSGGPLLCPSGHIVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVT^ATLGFGA 1266 

Query '241 YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+ ITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGASITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GTVLDQAETAGARLVVLATAT PPGS VT VPH PN I EEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVAT DALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL +LGINAVAYYRGLDVSVI P G+VVVVATDALMTG+TG' 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSSLGINAVAYYRGLDVSVIPASGNVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrt grgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 



> P qi I 4 8237 634 1 qb I AAT4 0682 . 1 1 polyprotein [Hepatitis C virus] 
Length=3013 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 



Page 50 of 235 



Score = 1230 bits (3182), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VGI FRAAVCTRGVAKAVDF+ PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEAIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVS+ I P G DVVVVAT DALMTG YTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVS 1 1 PTSG DVVVVAT DALMTG YTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAKAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvivggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYQEFDEMEEC 1711 



> r qi I 1212742 | dbj IBAA08120. 1 1 HCV polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1230 bits (3182), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 



Page 51 of 235 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KTLAGPKG PI TQMYTNVDQDLVGWPAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEAIK 138 6 

Query 361 GG RH L I FC H S KKKC DE L AAKL VALG I NAVA Y YRGL DVSVIPPIG D VV WAT D ALMT G Y T G 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVS+IP G D V VV VAT D ALMT G YT G 
Sbjct 1387 GGRHLIFCHSKKKCDEL7\AKLSALGVNAVAYYRGLDVSIIPTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAKAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbj ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+IPDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAVIPDREVLYQEFDEMEEC 1711 



> H qi 1 7 65024 8 1 qb | AAF65955 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1229 bits (3181), Expect =0.0, Method: Composition-based stats. 
Identities = 632/685 (92%), Positives = 665/685 (97%), Gaps - 0/685 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCING CWTVYHGAG 




Sbjct 


1027 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGACWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+IQMYTNVD DLVGW P G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


SKTLAGPKGPIIQMYTNVDLDLVGWQVPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 


1146 


Query 


121 


ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 52 of 235 

DSRGSLLSPRP+SYLKGSSGGPLLCP GHAVG I FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPLGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 



Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPV+TDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVYTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVR ITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGIDPNIRTGVRAITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GT VLDQAETAGARLVVLATAT PPGS VTVPH PNI EE VALS TGEIPFYGKAIP+EVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP GDWVVATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVS VI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCAR+QAPPPSWDQMWKCL+RLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARSQAPPPSWDQMWKCLLRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+ PA+ I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYREFDEMEEC 1711 



> F qi 1 7 650236 I qb | AAF6594 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=3013 

Score = 1229 bits (3181), Expect =0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 667/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDRNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 1086 



Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PV RRG 




Sbjct 


1087 


SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVHRRG 


1146 


Query 


121 


dsrgsll spr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


1266 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 1 53506756-5678- 1 993705 1 79 1 1 .BLASTQ4, 



Page 53 of 235 



Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T++ 

Sbjct 1267 YMSKAHGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTV 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAETAGARL VVLATATPPGS VTVPH PN I EEVALS TGE+PFYGKAIP+EVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEVPFYGECAIPIEVIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL +LG+NAVAYYRGLDVSVIP G D VV VV AT DALMT G + TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSSLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFT IETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLC+CYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDS S VLCDC YDAGCAWYELTPAETS VRLRAYLNT PGLPVCQDHLE FWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvIvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHPVTK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPVTKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYREFDEMEEC 1711 



> f~ qi I 5918951 1 gbj AAD56191 . 1 1 polyprotein [Hepatitis C virus] 
Length=3013 

Score = 1229 bits (3181), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGL GCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
+T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADV+PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHA GI FRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 



Query 


1 


Sbjct 


1030 


Query 


61 


Sbjct 


1090 


Query 


121 


Sbjct 


1150 


Query 


181 


Sbjct 


1210 


Query 


241 


Sbjct 


1270 


Query 


301 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID= 1 1 53 506756-5678- 1 993705 1 79 1 1 .BLASTQ4, 

Sbjct 1330 

Query 361 

Sbjct 1390 

Query 421 

Sbjct 1450 

Query 481 

Sbjct 1510 

Query 541 

Sbjct 1570 

Query 601 

Sbjct 1630 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+IPDREVLY+EFDEMEEC 

Sbjct 1690 ILSGRPAVIPDREVLYQEFDEMEEC 1714 



Page 54 of 235 

1389 

420 

1449 

480 

1509 

540 

1569 

600 

1629 

660 

1689 



LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+EVI+ 
LGI GT VLDQAETAGARL VVLATAT PPGS VTVPHPNI EEVALSNTGE I PFYGKAI P I EVI R 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 
GGRHLI FCHSKKKCDELA KL ALGINAVAYYRGLDVSVIP GDVWVATDALMTGYTG 
GGRHLIFCHSKKKCDELATKLSALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 
RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 



> HZ gi 1 266820 | sp|Q00269 | POLG HCVJT Genome polyprotein [Contains: Core protein p21 (Caps 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70); p7; 
Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 

gi I 221613 I dbj [BAA0194 3.il polyprotein [Hepatitis C virus] 

gi I 384057 |prf | I19Q4413A polyprotein 
Length-3010 

Score = 1229 bits (3181), Expect =0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRT I AS PKGPVIQMYTNVDQDLVGWPAPQGS RSLT PCTCGS S DLYLVTRHADVI PVr r r g 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KTLAGPKGPITQMYTNVDQDLVGWHAPPGARSLT PCTCGS S DLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 
Sbjct 1267 YMSKAHGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 
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Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIPLE IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAIPLEAIK 138 6 

Query 361 GGRHL I FCH S KKKC DELAAKL VALG I NAVAY YRGLDVS VI P P I GDVVWAT DALMTG YTG 420 

GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVIP GDVV+ VAT DALMTG YTG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGINAVAYYRGLDVSVIPTSGDVVIVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 144 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEITLTHPITKFI^4ACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1687 I LSGRPAVVPDREVLYREFDEMEEC 1711 



> r qi 1 4 6417 8 Idbj | BAA03581 . 1 | polyprotein [Hepatitis C virus (isolate HC-G9) ] 

qi I 81992806 | sp|Q81754 | POLG_HCVH9 Genome polyprotein [Contains: Core protein p21 (Caps 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7 ; 
Protease NS2-3 (p23); Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 
Length=3011 

Score = 1229 bits (3181), Expect = 0.0, Method: Composition-based stats. 
Identities = 635/685 (92%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTA QTFLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTATQTFLATCVNGVCWTVYHGAG 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 
+RTIAS GPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCG+SDLYLVTRHADVIPVRRRG 
Sbjct 1087 SRTIASASGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGASDLYLVTRHADVIPVRRRG 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
D+RGSLLSPRPISYLKGSSGGPLLCP GHAVGIFRAAVCTRGVAKAVDF+PVE+LETTMR 
Sbjct 1147 DNRGSLLSPRPISYLKGSSGGPLLCPMGHAVGIFRAAVCTRGVAKAVDFVPVESLETTMR 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPTVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHGIDPN+RTGVRTITTGSPIT+STYGKFLADGGCSGGAYDIIICDECHS DATSI 
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180 

1206 

240 

1266 

300 
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Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLYREFDEMEEC 

Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 
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YMSKAHGIDPNVRTGVRTITTGSPITHSTYGKFLADGGCSGGAYDIIICDECHSVDATSI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG I GT VL DQAETAG RL +LATATPPGSVTVPH NIEEVALST GEI PFYGKAIPL IK 

LGIGTVLDQAETAGVRLTILATATPPGSVTVPHSNIEEVALSTEGEI PFYGKAIPLNYIK 138 6 

GGRHLIFCHSKKKCDELT^KLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKLV LG+NAVA+YRGLDVSVIP G D VVVVAT DALMTG YTG 

GGRHLI FCHSKKKCDELAAKLVGLGVNAVAFYRGLDVSVI PTTGDVVVVATDALMTGYTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCV QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGK GIYR+V+PGE 

DFDSVIDCNTCVVQTVDFSLDPTFSIETSTVPQDAVSRSQRRGRTGRGKHGI YRYVSPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDS VLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSWLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTL G TPLLY 

HIDAHFLSQTKQSGENFPYLVAYQATVCARAKAPPPSWDQMWKCLIRLKPTLTGATPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLG VQNEITLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLSTG VVIVGR+ 

RLGGVQNEITLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSTGSVVIVGRI 1686 



> r gi 1 115594 47 [dbj IBAB18803. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1229 bits (3180), Expect = 0.0, Method: Composition-based stats. 
Identities = 633/685 (92%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sb j ct 1087 SKTLAGPKGPI TQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 1147 DSRGSLLS PRPI S YLKGSSGGPLLC PSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAH+HAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHIHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEAIK 1386 
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Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP GDWWATDALMTGYTG 

Sbjct 1387 GGRHLIFCHSKKKCDELAAKLSGLGVNAVAYYRGLDVSVIPTSGDWVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T + PQDAVS R+QRRGRTGRG+ G YRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGTYRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGM DSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMLDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYQEFDEMEEC 1711 



> F qi 1 5918949 | qb | AAD56190 . 1 1 polyprotein [Hepatitis C virus] 
Length=3013 

Score = 1229 bits (3179), Expect =0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 



Query 


1 


Sbjct 


1030 


Query 


61 


Sbjct 


1090 


Query 


121 


Sbjct 


1150 


Query 


181 


Sbjct 


1210 


Query 


241 


Sbjct 


1270 


Query 


301 


Sbjct 


1330 


Query 


361 


Sbjct 


1390 


Query 


421 



APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGL GCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
APITAYSQQTRGLFGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1089 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADV+PVRRRG 
AKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVVPVRRRG 114 9 

dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHA GI FRAAVCTRGVAKAVDF+PVE++ETTMR 
DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAAGI FRAAVCTRGVAKAVDFVPVESMETTMR 1209 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1269 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1329 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+EVI+ 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIR 138 9 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLIFCHSKKKCDELA KL ALGINAVAYYRGLDVSVIP GDWWATDALMTGYTG 
GGRHLI FCHSKKKCDELATKLSALGINAVAYYRGLDVSVIPTSGDWWATDALMTGYTG 14 4 9 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
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Sbjct 


1450 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 


1509 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1510 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1569 


Query 


54 1 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPP PSWDQMWKCLI RLKPTLHG PT PLL Y 




Sbjct 


1570 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1629 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1630 


RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1689 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PAI I PDREVLY+EFDEMEEC 




Sbjct 


1690 


I LSGRPAI I PDREVLYQEFDEMEEC 1714 





>l~ qi 154418391 emb 1 CAB4 6915 . 1 1 non-structural polyprotein [Hepatitis C virus] 

qi 154418331 emb I CAB4 6911 . 1 1 non-structural polyprotein [Hepatitis C virus] 
Length=2201 

Score = 1229 bits (3179), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+ FLATC+NGVCWTV YHGAG 
Sbjct 218 APITAYSQQTRGLLGCI ITSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 277 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 278 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 337 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 338 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 397 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 398 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 4 57 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 4 58 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 517 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS+TGEI PFYGKAI P+E IK 
Sb j ct 518 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSSTGEI PFYGKAI PIETIK 57 7 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP G DV+ WAT DALMTG+ TG 
Sbjct 57 8 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVIPTSGDVI WATDALMTGFTG 637 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 638 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGI YRFVTPGE 697 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 698 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 757 
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HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 817 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+T THP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTTTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 877 



> r gi 1 542037 7 | emb I CAB4 6677 . 1 1 polyprotein [Hepatitis C virus type lb] 

qil68565847|sp|Q9WMX2|POLG HCVCO Genome polyprotein [Contains: Core protein p21 (Caps 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 
Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8) ; 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68) ] 
Length=3010 

Score = 1228 bits (3178), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query .121 ds rgs 1 1 s pr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS+TGEIPFYGKAIP+E IK 
Sbjct 1327 LGI GT VLDQAETAGARLVVLATATPPGS VTVPH PNI EEVALSSTGEI PFYGKAI P I ET I K 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAY YRGLDVSVI P GDV+ WAT DALMTG+TG 
Sbjct 1387 GGRHLI FCHSKKKC DELAAKLSGLGLNAVAY YRGLDVSVI PTSGDVI WAT DALMTGFTG 144 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
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RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEI TLTH PVTKY IMTCMSADLEVVTSTWvl vgg vl a ala a YCLSTGCVVI VGRV 660 
RLGAVQNE+T THP+TKYIM CMSADLEWTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTTTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 



> T qi I 6200614 7 | dbj I BAD91386.il polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1228 bits (3177), Expect =0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDRNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DNRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKA P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAFPIEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA KL ALGINAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELATKLSALGINAVAYYRGLDVSVI P T S G DV V V VAT DALMT G Y T G 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 54 1 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 
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Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG WIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKFIMACMSADLEWTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYRE FDEMEEC 685 








+LSGKPA+I PDREVLY+EFDEMEEC 




Sbjct 


1687 


ILSGKPAVI PDREVLYQE FDEMEEC 1711 





> l~ qi I 5738247 | qb I AAD50312 . 1 1 polyprotein precursor [Hepatitis C virus] 
Length=3010 

Score = 1228 bits (3177), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 120 6 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPN+RTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 
Sb j ct 12 67 YMSKAHGVDPNLRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ALS TGEI PFYGKAIP+E+IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIALSNTGEIPFYGKAIPIEIIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G+VVVVATDALMTG+TG 
Sb j c t 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGNVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNETTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
VLSGKPAI I PDREVLY+EFDEMEEC 
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> P qi I 7650228 I qb I AAF6594 5 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1228 bits (3177), Expect =0.0, Method: Composition-based stats. 
Identities = 632/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 API TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWT VYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPIAQMYTNVDQDLVGWAAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsilsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLS PRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYS.TYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALS TGEIPFYGKAIP+ IK 
Sbjct 1327 LG IGT VLDQAETAGARLVVLATAT PPGS I T VPHPN I EEVALSNTGE I PFYGKAI PI AT I K 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP G D VVV VAT DALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNA VAYYRGLDVS VI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVI DCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 15 66 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYQEFDEMEEC 1711 



> \~~ qi 15918957 |qb| AAD56194 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 
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Score = 1228 bits (3177), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsl 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 1147 DGRGSLLS PRPVSYLKGSSGGPLLCPSGHAVG I FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP V PQ+ FQVAH LH APTGS GKS T KV P AA Y AAQG YKVL VLN P S VAAT LG FG A 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKA+G DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 138 6 

Query 361 GG RH L I FC H S KKKC DE L AAKL VALG I N A VA Y YRGLDVSVIPPIG DV VV VAT DALMTG Y T G 4 20 

GGRHLIFCHSKKKCDELAAKL ALG+NAVAYYRGLDVS VI P G DVVVV AT DALMTG YTG 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 150 6 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvIvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 



> r qi I 5 918 929|qb|AAD56180 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1228 bits (3177), Expect = 0.0, Method: Composition-based stats. 
Identities = 632/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 API TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWT VYHGAG 108 6 
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Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPIAQMYTNVDQDLVGWAAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALS TGEIPFYGKAIP+ IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSITVPHPNIEEVALSNTGEIPFYGKAIPIATIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP G D V V V V AT D ALMT G Y T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAY YRGLDVS VI PTSGDVVVVATDALMTGYTG 144 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFV.TPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 54 1 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHPVTK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPVTKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+ I PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYQEFDEMEEC 1711 



> [~~ gi I 7 650256 | qb | AAF65959 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1228 bits (3176) Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL GCI ITSLTGRD+NQVEGEVQ+VSTA Q+ FLATC I NG VCWT VYHGAG 
Sbjct 1027 API TAYAQQTRGLFGC 1 1 T SLTGRDRNQVEGEVQVVSTATQS FLATC I NGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRR 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPSGARSLTPCTCGSSDLYLVTRHADVIPVRRRS 114 6 

Query 121 ds r gs 1 1 s pr P I S YLKGS SGGPLLC PAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
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1687 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPV+TDNSSPP VPQSFQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPSVAATLGFG 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKA+G DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 



GGRH L I FC H S KKKC DE L AAKL VALG I N AVA Y Y RG L D VS V I P P I G D VV V V AT DALMTG Y T G 420 
GGRHLIFCHSKKKCDELAA+L ALGINAVAYYRGLDVS+IP GDVWVAT DALMTG YTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQD+VSR+QRRGRTGRG+ GIYR+V PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 
RLGAVQNEITLTHP+TKYIM CMSADLE+VTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA++PDREVLYREFDEMEEC 



> F gi | 7 650222 | qb| AAF6594 2 . 1 ] polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1228 bits (3176), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsr gsllspr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D+RGSLLSPRPISYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 114 7 DTRGSLLS PRP I SYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP V PQ+ FQVAH LH APTG S G KS T KV P AA YAAQG Y KVL VLN PS VAAT LG FG A 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 
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1627 
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661 
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1687 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

YMSKAHGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG IGTVLDQAETAGARLVVLATATPPGS VTVPH PN I EEVALS TGEIPFYGKAIP+++IK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIDLIK 138 6 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLIFCHSKKKCDELA KL ALG+NAVAYYRGLDVSVI P G D V V V V AT DALMT G + T G 

GGRHLI FCHSKKKCDELAGKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrg rtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSG+PA+ + PDREVLYR+ FDEMEEC 

I LSGRPAVVPDREVLYRQFDEMEEC 1711 



> r qi 1 4 6560 634 | qb 1 AATQQ64 3 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1227 bits (3175), Expect = 0.0, Method: Composition-based stats. 
Identities = 633/685 (92%), Positives - 666/685 (97%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 
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Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLY+EFDEMEEC 

Sbjct 1687 ILSGKPAVIPDREVLYQEFDEMEEC 1711 
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LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALS GEI FYGKAIP+EVIK 

LG IGT VLDQAETAGARLVVLATAT PPGS VTVPH PNI EEVALSNAGE I S FYGKAI PI EVI K 138 6 

GGRHLIFCHSKKKCDE LAAKL VALG I N AV A Y YRGLDVSVIPPIG D VVV VAT DALMT G Y T G 420 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP G DV V V VAT DALMT G + T G 

GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVAT DALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEITLTHPVTKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEITLTHPVTKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 



> C qi 1 115594 55 Idbj [BAB18807. 1 1 polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1227 bits (3175), Expect = 0.0, Method: Composition-based stats. 
Identities = 633/685 (92%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1028 API TAYSQQTRGLLGCI ITSLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWTVYHGAG 1087 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 1088 SKTLAGPKGPVTQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 7 

Query 121 dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP GHAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 114 8 DSRGSLLSPRPVSYLKGSSGGPLLCPLGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1207 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+ FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1208 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 67 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+GIDPN+RTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1268 YMSKAYGIDPNVRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1327 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAIPLE IK 
Sbjct 1328 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEAIK "l387 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA KL LG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sb j ct 1388 GGRHLI FCHSKKKCDELATKLSGLGVNAVAYYRGLDVSVI PTSGDVVVVAT DALMTGYTG 14 4 7 
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Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 8 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 1507 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1508 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1567 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 15 68 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1627 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1628 RLGAVQNEITLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1687 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAI I PDREVLY+EFDEMEEC 
Sbjct 1688 ILSGRPAIIPDREVLYQEFDEMEEC 1712 



> IZ qi I 7 65024 0 | qb|AAF65951 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1227 bits (3174), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
++ +A KGPV QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKALAGQKGPVTQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYA+QGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYASQGYKVLVLNPSVAATLGFGA 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 



Query 361 
Sbjct 

Query 421 



GG RH L I FC H S KKKC DELAAKL VALG I N A VA Y YRGLDVSVIPPIG D V V V VAT DALMT G YT G 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVAT DALMTG+TG 
1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPT FT I ETTTVPQDAVSRSQRRGRTGRGRMGI YRFVTPGE 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
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RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSOTKOSGENLPYLVAYOATVCARAOAPPPSWDOMWKCLIRLKPTLHGPTPLLY 

1 1 X L/Ol I X MJ<J \£ X \JU XJ X X XJ V xl X yf4 X V V-/ X* X uiyril X X ij f i I—' ^/ 1 iff X \ w XJ -X IVlJlv X> X XJ 4 1 \*J XXX XJ XJ X 


600 






HIDAHFLSOTKO+G+N PYL AYOATVCARAOAPPPSWDOMWKrLTRLKPTLHGPTPLLY 

111 L/iill X XJttJ V^/ X X \\s • vJ l X X XJ *i X y/n X V vrlluiynL X X U f V X</ y/i- iff i\vU X. X\XJX\ X X XJ 1 1SJ XXX XJ XJ X 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLTAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVONEITLTHPVTKYIMTCMSADLEWTSTWvlvaavlaalaaYCLSTGCVVIVGRV 

l\XfVX* V L X XJ 1 X XJ XXIX V X 1AX 1 I J 1 \sL JUiiL/ XJ XJ V V X X V V V V \_4 v> V _L. CJ. CX J^. CI O X XJ X \J w V V J_ V \J 1 \ V 


660 






RLGAVONE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TGCVVIVGR+ 

L \ XJ\Jxi V ^/ L X XJ ' X XJ XXIX * X X Y X J. X X N««sX liJiiL/XJXJ V V X 1 n V XJ V \j \J V XJilXiXiiui X w XJ » X V V J- V \J X\ * 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGCVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPA+IPDR+VLY+EFDEMEEC 




Sbjct 


1687 


I LSGKPAVI PDRDVLYQEFDEMEEC 1711 





> F qi 1 11559451 1 dbj I BAB18805. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1227 bits (3174), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA 'Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T + T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TKTLAGPKGP I TQMYTNVDQDLVGWQAP PGARSMT PCTCGSS DLYLVTRHADVI PVRRRG 114 6 

Query 121 d.s rgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPLGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHL I FCH S KKKC DE LAAKL VALG I NAVA Y YRGL DVS V I P P I G D VVV VAT DALMT G YT G 420 

GGRHLI FCHSKKKCDELA KL ALGINAVAYYRGLDVSVI P G+VVVVATDALMTGYTG 
Sbjct 1387 GGRHL I FCHSKKKCDELATKLS ALGINAVAYYRGLDVSVI PTSGNVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 1447 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTMPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 150 6 

Query 4 8 1 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GENLPYLVAYQATVCARAQAPPPSWDQMWKCL+RLKPTL GPTPLLY 
Sbjct 1567 HI DAHFLSQTKQAGENLPYLVAYQATVCARAQAPPPSWDQMWKCLVRLKPTLQGPTPLLY 162 6 
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Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMTCMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSG+PA++PDREVLY+EFDEMEEC 
Sbjct 1687 VLSGRPAVVPDREVLYQEFDEMEEC 1711 



> r gi 1 115594 45 Idbj ]BAB18802. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 



Score = 1227 bits (3174), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 668/685 (97%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 

Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRPISYLKGSSGGPLLCP+GH VGI FRAAVCTRGVAKAV+ FI PVE++ETTMR 

Sbjct 1147 DNRGSLLSPRPISYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVEFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 

Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATAT PPGS +TVPH PN I EEVALS TGEIPFYGKAIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATAT PPGS I TVPHPN I EE VALSNTGE I PFYGKAIPLEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL+ALG+NAVAYYRGLDVS VI P G D V V V V AT D ALMT G Y T G 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLLALGVNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 15 66 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G++ PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDHFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IMTCM+ADLE+ T STWVLVGG VLAALAA YCL+ TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKFIMTCMAADLEIATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
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+LSG+PA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAWPDREVLYQEFDEMEEC 1711 



> f"~ qi I 471117 | dbj I BAA01728. 1 1 polyprotein precursor [Hepatitis C virus] 
Length=3010 

Score = 1227 bits (3174), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NG VCWT VYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTR+ADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPSGARSLTPCTCGSSDLYLVTRYADVI PVRRRG 114 6 

Query 121 dsrgsiisprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHA GI FRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAAGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 S PVFT DNS S PPAVPQT FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLG FGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGIDPN RTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 
Sbjct 1267 YMSKAHGIDPNTRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAETAGARLVVLATAT PPGS VTVPH NIEEVALSTTGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHSNIEEVALSTTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG + TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 150 6 

Query 4 81 RPSGMFDSS VLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSS VLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSG+PA+IPDREVLY+EFDEMEEC 
Sbjct 1687 VLSGRPAVI PDREVLYQEFDEMEEC 1711 



> r qi I 5918953 | qblAAD561 92. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 
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Score = 1226 bits (3173), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A P+GP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPQGPITQMYTNVDQDLVGWPAPSGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DTRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SP+FTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPIFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

Y+SKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 12 67 YVSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1326 

Query 301 LG IGT VLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALSTTGE I PFYGKAI PLE VI K 360 

LG I GT VL DQAETAGARL VVLATAT P PGS VT V PH PN I EE VALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA KL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAGKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET+T+PQDAVSR+QRRGRTGRG+ G YRFV PGE 
Sbjct 1447 DFDSVIDCNTCVTQTVDFSLDPTFTIETMTVPQDAVSRSQRRGRTGRGRRGTYRFVTPGE . 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvi vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHPVTK IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPVTKLIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1 68 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 



> r qi | 115594 4 9 1 db j | BAB18804 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1226 bits (3173), Expect =0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGCI I TSLTGRDKNQVEGE VQI VSTAAQT FLATC INGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
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TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE +ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 



GG RH L I FC H S KKKC DE L AAKL VALG I N AVA Y YRGLDVSVIPPIG DV V V VAT DALMT G YT G 420 
GGRHLI FCHSKKKCDELAAKL +LGINAVAYYRGLDVSVI P G + V V V VAT DALMT G YT G 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSRTQRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHPVTKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSG+PA+IPDREVLYREFDEMEEC 



Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



> f7 gi I 27 64 398 | emb | CAA03854 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1226 bits (3172), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 663/685 (96%), Gaps - 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sb j ct 1027 APITAYSQQTRGLLGCI ITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPVTQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 
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Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sbjct .1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VP++FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPETFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D V V V V AT DALMT G + T G 

Sbjct 1387 GGRHLIFCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 144 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAHFLSQTKQ+GEN PYL AYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGENFPYLTAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVVLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSG+PAI IPDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAI I PDREVLYQEFDEMEEC 1711 



> F qi 1 5 634 2187 | dbj 1 BAD7 3971 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1226 bits (3172), Expect =0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 



Query 


1 


API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 




Sbjct 


1027 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


1087 


TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


ds rgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPISYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 



SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
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Sbjct 1207 

Query 241 

Sbjct 1267 
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Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 
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SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 360 
LG I GT VL DQAET AGARLVVLATAT P PGS VT VPH PN I EE VALS GEI PFYGKAI P+E IK 

LGI GT VLDQAETAGARL VVLATAT PPGS VT VPH PN I EEVALSNVGEI PFYGKAI PI ET I K 138 6 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHS+KKCDELAAKL +LG+NAVAYYRGLDVSVI P GDVVVVATDALMTG+TG 

GGRHLIFCHSRKKCDELAAKLSSLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLG AVQN E I T L T H P V T K Y I M T CM S A DLE V VT S T W v 1 vgg v 1 a a 1 a a Y C L S T GC V V I VG RV 660 
RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



>r qi|7341103| qb 1 AAF61205 . 1 | polyprotein [Hepatitis C virus] 
Length=3008 

Score = 1226 bits (3172), Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV-f HGAG 
Sbjct 1025 API TAYSQQTRGLLGC 1 1 T SLTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWTVFHGAG 1084 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1085 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 4 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 5 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1204 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1205 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 64 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTG RT+TTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 12 65 YMSKAHGVDPNIRTGARTVTTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1324 
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Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 

Sbjct 1325 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1384 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA KL LGINAVAYYRGLDVSVIP G+WVVATDALMTGYTG 

Sbjct 1385 GGRHLI FCHSKKKCDELATKLSGLGINAVAYYRGLDVSVIPASGNVVVVATDALMTGYTG 14 4 4 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDS VI DCNTCVTQTVDFSLDPT FTI ET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 5 DFDSVI DCNTCVTQTVDFSLDPT FTI ETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1504 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1505 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1564 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1565 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1624 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1625 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVL7VALAAYCLTTGSVVI VGRI 168 4 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+I PDREVLYREFDEMEEC 
Sbjct 1685 I LSGKPAVI PDREVLYREFDEMEEC 1709 



>C qi 1 7 650234 ]qb 17VAF6594 8.il polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1226 bits (3171), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NGVCWT VY HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGLFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGGPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GTVLDQAETAGARLVVLATAT PPGS VTVPH PNI EEVALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVI P G DVV V VAT DALMTG + T G 
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Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+ I PDREVLY+EFDEMEEC 

Sbjct 1687 ILSGKPAVI PDREVLYQEFDEMEEC 1711 
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1446 

480 

1506 

540 

1566 

600 

1626 

660 

1686 



GGRHLIFCHSKKKCDELAAKLTGLGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGI YRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTI+T T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIDTTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQ+G+N PYL AYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLAAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 
RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGRV 
RLGAVQNEVTLTH P I TKY IMACMS ADLE VVTSTWVLVGGVLAALAAYCLTTGS VVI VGRV 



> r qi I 5 918955 | qb | AAD56193 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1226 bits (3171), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 AP I TAYSQQTRGLLGCI I TSLTGRDKNQVEGEVQVVSTATQS FLATCVNGACWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A P+GP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPQGP I TQMYTNVDQDLVGWPAPSGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DTRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 S P V FT DN S S P P VV PQ S FQV AH LH APTG S G KS T KV PAA Y AAQG YKVL VLN P S VAAT LG FGA 24 0 

SP+FTDNSSPP VPQ+ FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPIFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

Y+SKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 1267 YVSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GT VLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA KL ALG+NAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAGKLSALGLNAVAYYRGLDVS VI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDS VI DCNTCVTQTVDFSLDPTFTIET I TLPQDAVSrtqr rgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET+T+PQDAVSR+QRRGRTGRG+ G YRFV PGE 
Sbjct 1447 DFDSVIDCNTCVTQTVDFSLDPTFTIETMTVPQDAVSRSQRRGRTGRGRRGTYRFVTPGE 1506 
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Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHPVTK IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPVTKLI^4ACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 



Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 



> [I qi I 5918931 [qb | AAD5 6181 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1226 bits (3171), Expect = 0.0, Method: Composition-based stats. 
Identities = 632/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KTLAGPKG PI AQMYTNVDQDLVGWAAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALS TGEIPFYGKAIP+ IK 
Sbjct 1327 LGI GTVLDQAETAGARLVVLATATPPGS I TVPHPN I EEVALSNTGEI PFYGKAI PI AT I K 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG YTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSG DVVVVAT DALMTG YTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 H I DAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL I RLKPTLHGPTPLLY 
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Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 


660 






RLGAVQNE+TLTHPVTK+IM CMSADLEWTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPVTKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA+IPDREVLY+EFDEMEEC 




Sbjct 


1687 


I LSGRPAVI PDREVLYQEFDEMEEC 1711 





>r qi\ 266821 1 sp \ P2984 6 1 POLG_HCVTW Genome polyprotein [Contains: Core protein p21 (Caps 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 
Protease NS2-3 (p23); Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A). (p56); RNA-di re ct ed RNA polymerase (NS5B) (p68)] 
Length=3010 

Score = 1226 bits (3171), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
AP I TAYAQQTRGL GCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLFGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
++T+A PKGP+ QMYTNVDQDLVGW APQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWHAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCP+GH VG I FRAAVCTRGVAKAVDF+ PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPISYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQAFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+T+I 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTTI 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ALS TGEIPFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIALSNTGEIPFYGKAIPIETIK 

Query 361 GGRH L I FC H S KKKC DELAAKL VALG I N AVA Y YRG LD VS V I P P I G DVVVVAT DALMTG YTG 
GGRHLI FCHSKKKCDELAAKL ALGI+AVAYYRGLDVSVI P G + VVV VAT DALMTG +TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGI HAVAYYRGLDVSVI PAS GNVVVVAT DALMTG FT G 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRT RG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTMPQDAVSRSQRRGRTSRGRRGIYRFVTPGE 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 



60 
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360 
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Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPA++PDREVLY+EFDEMEEC 




Sbjct 


1687 


I LSGKPAVVPDREVLYQEFDEMEEC 1711 





> P qi I 11559441 |dbj IBAB1880Q. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1226 bits (3171), Expect = 0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+ + T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgs 1 1 spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFR7^AVCTRGVAKAVDFIPVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sb j ct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLV+LATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVLLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P G+VVVVATDALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVSVI PTSGNVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFTI ETTTVPQDAVSRSQRRGRTGRGRAGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 
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Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 



> P qi I 56342185 I dbj IBAD73970. 1| polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1225 bits (3170), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWTV YHGAG 
Sbjct 1027 API TAYAQQTRGLLGC 1 1 T SLTGRDKNQVEGE VQVVSTATQS FLATCVNGVCWT V YHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLS PRPI S YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQAET AG ARL V VLAT AT PPGSVTVPHPNIE E VAL S GEIPFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGS VTVPHPNI EEVALSNVGEI PFYGKAI PI ETI K 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL +LG+NAVAYYRGLDVSVIP G D V V V VAT D ALMT G + TG 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSSLGLNA VAYYRGLDVS VI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGI YRFVAPGE 4 8*0 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sb j ct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAIIPDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYQQFDEMEEC 1711 



>F qi 17 650254 | qb I AAF65958 . 1 | polyprotein [Hepatitis C virus] 
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Length=3010 

Score = 1225 bits (3170), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGL+GCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLIGCIITSLTGRDKNQVEGEVQWSTATQSFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGPKGP I TQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+ PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGS VTVPHPNI EEVALSTTGEI PFYGKAI PLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAI PIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP G + WW AT D ALMTG Y T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGINAVAYYRGLDVSVI PTSGNWWATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQA PPSWDQMWKCL RLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQALPPSWDQMWKCLTRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNEITLTHP+TKYIMTCM+ADLEWTSTWVLVGGVLAALAAYCL+TG WIVGR+ 
Sb j ct 1627 RLGAVQNEITLTHPITKYIMTCMAADLEWTSTWVLVGGVLAALAAYCLTTGSWI VGRI 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAVIPDREVLYREFDEMEEC 1711 



> f~ qi I 5918 9331 qb | AAD5 6182. 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3170), Expect =0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
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APITAY+QQTRGL GCI ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYSQQTRGLFGCIITSLTGRDKNQVEGEVQWSTATQSFLATCVNGVCWTVYHGAG 108 6 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+ RSLT PCTCGSS DLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSS DLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrasllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPN+RTGVRTITTG+ ITYSTYGKFLADGGCSGGAYDII+CDECHSTD+TSI 
Sbjct 1267 YMSKAHGIDPNVRTGVRTITTGASITYSTYGKFLADGGCSGGAYDI IMCDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQAETAGARLVVLAT AT P PGS VT VPH PN I EEV LS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVGLSNTGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA KL LGINAVAYYRGLDVSVI P GDVVVVAT DALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELATKLSTLGINAVAYYRGLDVSVI PTSGDWV VAT DALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrqKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETATVPQDAVSRSQRRGRTGRGRMGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

'Query 601 " RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEITLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+ PAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAI I PDREVLYREFDEMEEC 1711 



>r qi|1814 088 | dbj | BAA0907 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3170), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGL GCI ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYSQQTRGLFGCI ITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCG SDLYLVTRHADVI PVRRRG 
Sbjct 108-7 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGGS DLYLVTRHADVI PVRRRG 114 6 
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Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VGI FRAAVCTRGVAKAVDF+ PVE++ETTMR 

Sb j Ct 1147 DSRGSLLSPRPI S YLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSV ATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVTATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHS D+TSI 

Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSIDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ALS TGEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIALSNTGEIPFYGKAIPIETIK 1386 

Query 361 GGRHL I FCHS KKKC DELAAKL VALG I NAVAY YRGLD VS V I P P I G DVVVVAT DALMTG YTG 4 20 

GGRHLI FCHS KKKC DELAAKL LG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG YTG 

Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PASGDVVV VAT DALMTG YTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtq.r: rgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLP CQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPFCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GENLPYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGENLPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQN++TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAAL AYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNDVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALTAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSGKPA+IPDRE LY+EFDEMEEC 
Sbjct 1687 ILSGKPAVIPDREALYQEFDEMEEC 1711 



>C qi\ 1160328 [ dbj [BAA03375. 1] polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3170), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 



Query 


1 


APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 




Sbjct 


1027 


APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


SKTLAGPKGP I TQMYTNVDQDLVGWQAP PGARSMT PCTCGSS DLYLVTRHADVI PVRRRG 


1146 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 




Sbjct 


1147 


DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 
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SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 



Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKA+G DPN+RTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

Sbjct 1267 YMSKAYGTDPNVRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEV LS TGEI PFYGKAI P+EVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVGLSNTGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP G D VV WAT DALMTG + TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALG I NAVAYYRGLDVSV I PASGDVVVVAT DALMTG FTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYD+GCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDSGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCAR+QAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARSQAPPPSWDQMWKCLI RLKPTLHGPTPLLY' 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYREFDEMEEC 1711 



> F gi 156342203 I dbj [BAD7397 9.1] polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1225 bits (3169), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVST7U\QTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sb j ct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 TKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 as rgsllspr PIS YLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHA G I FRAAVC T RG V AKAV D F+ P VE + + E T TMR 

Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAAGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 



Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHG I DPNIRTGVRT I TTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG I DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTTI 132 6 
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Query 301 LG IGT VLDQAETAGARL VVLATAT PPGS VTVPHPNI EEVALSTTGE I PFYGKAI PLEVI K 360 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LG IGT VLDQAETAGARL WLAT AT PPGS VTVPHPNI EE VALSNTGE I PFYGKAI PI ET I K 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHS+KKCDELAAKL LG+NAVAY YRGLDVSVI P G D WVVAT DALMTG +TG 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNA VAYYRGLDVS VI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+I CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKFITACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYQQFDEMEEC 1711 



> r qi 1 56342189 | dbj |BAD73972.1| polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1225 bits (3169), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
T+T+A KGP+ QMYTNVD DLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGS VTVPHPNI EEVALS GE I PFYGKAI P+E IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VI PPIGDVVVVATDALMTGYTG 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 



60 

1086 

120 

1146 

180 

1206 

240 

1266 

300 

1326 

360 

1386 

420 
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GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D VV V V AT DALMT G YT G 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 



Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 47 DFDSVI DCNTCVTQTVDFSLDPTFT I ETTTVPQDAVSRSQRRGRTGRGRTGIYRFVT PGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV T ST WVLVGG VLAALAAYCL+ TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQEFDEMEEC 1711 



> r qi 1 7 650252 | qb | AAF65957 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3169), Expect =0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 



Query 1 AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATC I NGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 

Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsilsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPLGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 S PVFTDNSS PPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 24 1 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 12 67 YMSKAYGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDII ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEVIK 360 

LG I GT VLDQAETAGARLVVLATAT P PGS VT VPH PNI EEVALS TGEI PFYGKAIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAIPLEVIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKL VALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVI DCNTCVTQTVDFSLDPTFT IETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbj ct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFT IETTTVPQDAVSRSQRRGRTGRGRIGIYRFVTPGE 1506 
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Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTP+ETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPSETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TK+IMTCM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+- 




Sbjct 


1627 


RLGAVQNEVTLTHPITKFIMTCMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAIIPDREVLYREFDEMEEC 685 








•f LSGKPA+IPDREVLYREFDEMEEC 




Sbjct 


1687 


ILSGKPAVI PDREVLYREFDEMEEC 1711 





> C, gi I 7 650242 | qb I AAF65952 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 



Score = 1225 bits (3169), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 668/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 



Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VGI FRAAVCTRGVAKAVDFI PVE++ETT+R 

Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHIVGI FRAAVCTRGVAKAVDFI PVESMETT I R 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVR ITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGIDPNIRTGVRAITTGAPITYSTYGKFLADGGCSGGAYDII ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAETAGARLVVLATAT P PGS VTVPH PN I EEVALS TGEIPFYGKAIP+EVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL +LG+NAVAYYRGLDVSVI P GDV+VVATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSSLGLNAVAYYRGLDVSVI PTSGDVI VVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVI DCNTCVTQTVDFSLDPTFTI ET ITLPQDAVSrtqr rgr t grgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ G+YRFV PGE 

Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFTI ETTTVPQDAVSRSQRRGRTGRGRMGVYRFVT PGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
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HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVL YRE FDEMEEC 685 








+LSG+PA++PDREVLY++FDEMEEC 




Sbjct 


1687 


I LSGRPAVVPDREVLYQQFDEMEEC 1711 





> r qi I 5918 959 I qb I AAD56195. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3169), Expect =0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DGRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GT VLDQAETAGARLVVLATAT PPGS VT VPH PNI EEVALS TGEIPFYGKAIP+EVIK ' 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 H I DAH FLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPT PLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMS ADLE VVT S TWVLVGG VLAALAAYCL+ TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 1686 
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Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+I PDREVLY+EFDEMgEC 
Sbjct 1687 I LSGKPAVI PDREVLYQEFDEMEEC 1711 



>P qi|5918943|qb| AAD56187 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3169), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVFHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKG PI TQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 1 1 spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE +ETTMR 
Sbjct 114 7 DTRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVEAMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG +PNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGTEPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEVIK 360 

LG IGTVLDQAETAGARLVVLATAT PPGS VT VPH PN I EE VALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVS VI P GDVVVVATDALMTG+TG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PT S GDVVVVAT DALMTG FTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sb j ct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR-f 
Sbjct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 ■ VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYREFDEMEEC 1711 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 



Page 91 of 23 5 



> r qi I 2754 424 4 I dbl IBAC54896. 1| polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3169), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKA+G DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 3 60 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+EVIK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL +LG+NAVAYYRGLDVSVI P GDVVVVAT DALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVS R+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET++RLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query . 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA+ I PDREVLYREFDEMEEC 



> r qi 1 115594 53 | dbj 1 BAB18806. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1225 bits (3169), Expect =0.0, Method: Composition-based stats. 
Identities = 631/685 (92%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 1 53506756-5678- 1 993705 1 79 1 1 .BLASTQ4, 

Query 1 

Sbjct 1027 

Query 61 

Sbjct 1087 

Query 121 

Sbjct 1147 

Query 181 

Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLY+EFDEMEEC 

Sbjct 1687 ILSGKPAVI PDREVLYQEFDEMEEC 1711 
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60 

1086 

120 

1146 

180 

1206 

240 

1266 

300 

1326 

360 

1386 

420 

1446 

480 

1506 

540 

1566 

600 

1626 

660 

1686 



APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ-t-VSTA Q+FLATCINGVCWTVYHGAG 
APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 

S PVFTDNSS PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
S PVFTDNSS PPAVPQTYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
YM'SKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEVIK 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 
GGRHLIFCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D V V V VAT D ALMTG + T G 
GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HI DAHFLSQTKQ+G+N PYLVAYQATVCARAQA PPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQALPPSWDQMWKCLIRLKPTLHGPTPLLY 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaarlaaYCLSTGCVVIVGRV 
RLGAVQNE+TLTHPVTKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
RLGAVQNEVTLTHPVTKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 



>F qi | 56342243 1 dbj | BAD73999.il polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1224 bits (3168), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL GCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYAQQTRGLFGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



13J5U6756-5678-19937051791 1.BLASTQ4, 
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Sbjct 


1087 


TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


dsrasl"! SD^PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFI PVFNLFTTMR 


180 






DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 


1206 


Query 


181 


S P V FT DN S S P P VV PQS FQ VAH LH APTG S G KS T KV PAA YAAQG Y KVL VLN P S VAAT LG FG A 


240 






SPVFTDNSSPP V PQ+ FQ VAHLHAPTGSGKSTKVP/^A YAAQG YPCVLVLN PS VAATLGFGA 




Sbjct 


1207 


SPVFT DNS SPPAVPQTFQVAHLHAPTGSGKSTKVPAA YAAQG YKVLVLN PS VAAT LGFGA 


1266 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 


300 






YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+TSI 




Sbjct 


1267 


YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDII ICDECHSTDSTSI 


1326 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 




Sbjct 


1327 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 


1386 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLIFCHSKKKCDELAAKL LG+NAVAY YRGLDVSVI P G D VVVVAT DALMT G + T G 




Sbjct 


1387 


GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI P TSGDVVVVAT DALMT G FT G 


1446 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 




Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 


1506 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTE*LLY 




Sbjct 


1567 


HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vqqvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYRE FDEMEEC 685 








+LSGKPAI+PDREVLY++FDEMEEC 




Sbjct 


1687 


ILSGKPAI VPDREVLYQQFDEMEEC 1711 




> f~qi| 56342241 1 dbj | BAD73998.il polyprotein [Hepatitis C virus type lbl 




Length= 


=3010 






Score 


= 1224 bits (3168), Expect = 0.0, Method: Composition-based stats. 




Identities 


= 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 




Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 




Sbjct 


1027 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDF+PVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 


1206 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID= 1 1 53 506756-5678- 1 993705 1 79 1 1 .BLASTQ4, 
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Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

Sbjct 1327 LG I GT VLDQAETAGARLVVLATAT P PGS VT V PH PN I EE VALSN I GE I P FYGKAI P I ET I K 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P GDWVVATDALMTG+TG 

Sb j ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVS VI PTSGDVWVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661. VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> [I qi I 56342237 | dbj 1BAD73996. 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1224 bits (3168), Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGP I TQMYTNVDQDLVGWQAP PGARSLT PCTCGS S DL YLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsll spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ-hFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID-l I53506756o678-I993705l79l 1.BLASTQ4, 
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Sbjct 


1267 


YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 


1326 


Query 


301 


LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LG IGTVLDQAETAGARLVVLATATPPGS VTVPH PN I EEVALS GEIPFYGKAIP+E IK 




Sbjct 


1327 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAI PIETIK 


1386 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLIFCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P G D VVVVAT DALMTG YTG 




Sbjct 


1387 


GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 


1446 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 




Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 


1506 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


1507 


RPSGMFDSS VLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAAL7VAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPAI+PDREVLY+EFDEMEEC 




Sbjct 


1687 


ILSGKPAIVPDREVLYQEFDEMEEC 1711 




>Tqi| 


11559461|dbj IBAB18810.il polyprotein [Hepatitis C virus] 




Length : 


=3014 






Score 


= 1224 bits (3168), Expect = 0.0, Method: Composition-based stats. 




Identities 


= 632/685 (92%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 




Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCING CWTV+HGAG 




Sbjct 


1027 


APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGACWTVFHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






+ + T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


dsrgsll sprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCP GH VGIFRAAVCTRGVAKAVDFIPVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPISYLKGSSGGPLLCPLGHVVGIFRAAVCTRGVAKAVDFIPVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


1266 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKA+G DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 




Sbjct 


1267 


YMSKAYGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 


1326 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEV LS+TGEI PFYGKAI P+EVIK 




Sbjct 


1327 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVGLSSTGEIPFYGKAIPIEVIK 


1386 
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Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGDWWATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query "4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sb j ct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvgg vlaalaa YCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGS WI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 



> F qi I 221615 I dbj I BAA188 94 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1224 bits (3168), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY QQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYXQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 108 6 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWHAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsr gsllspr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 

Sbjct 114 7 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAA GYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAXGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHG DPNIRTGVRTITTG PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 

Sbjct 1267 YMSKAHGTDPNIRTGVRTITTGGPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAIP+EVIK 

Sbjct 1327 LGI GTVLDQAETAGARLVVLATAT PPGS VTVPHPN I EEVALSNTGEI PFYGKAI P I EVI K 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGINAVAYYRGLDVSVI PTSGDVWVATDALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
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Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 


1506 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLV YQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVVYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 


660 






RLGAVQNEITLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEITLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA++PDREVLYREFDEMEEC 




Sbjct 


1687 


ILSGRPAVVPDREVLYREFDEMEEC 1711 





> qi I 56342239 | dbj | BAD73997 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score =1224 bits (3167), Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d s r g s 1 i s p r P I S Y LKG S S G G P L LC P AG H AVG I FRAAVC T RG VAKAV DFIPVENLET TMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sb j ct 1147 DSRGSLLS PRPVS YLKGSSGGPLLC PSGHAVGI FRAAVC TRGVAKAVDFVPVES MET TMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVP7VAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAI P+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 

Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrg rtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sb j ct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 
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Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY+EFDEMEEC 

Sbjct 1687 ILSGKPAIVPDREVLYQEFDEMEEC 1711 



Page 98 of 235 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 



> r qi I 1814 085 |dbj 1BAA09071. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1224 bits (3167), Expect =0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

Query 1 API T AYAQQTRGLLGC I ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGL GCI ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 API TAYSQQTRGLFGC 1 1 TS LTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWTV YHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCG SDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGGSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VG I FRAAVC T RG VAKAVD F+ P VE + + E T TMR 
Sbjct 1147 DSRGSLLSPRPIS YLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSV ATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVTATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHS D+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSIDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIALSNTGEI PFYGKAI PIETIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D V V V VAT DALMT G + T G 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PAS GDVVVVAT DALMT G FT G 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLP CQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPFCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GENLPYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGENLPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQN++TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAAL AYCL+TG VVIVGR+ 
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Sb j ct 1627 RLGAVQNDVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALTAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDRE LY+EFDEMEEC 
Sbjct 1687 ILSGKPAVI PDREALYQEFDEMEEC 1711 



> f~ Qi I 56342201 [dbj | BAD7397 8. 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1224 bits (3166), Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgsll spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHA GIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAAGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPN I EEVALSNTGEI PFYGKAI PI ETIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P G D VV V VAT DALMTG + TG 
Sb j Ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PT SGDVVVVAT DALMTG FT G 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+I CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFITACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAVI PDREVLYQQFDEMEEC 1711 
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> V qi | 7 650264 | qb 1 AAF65963 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1224 bits (3166), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRG+LGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 



ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+RGSLLSPRPISYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+ ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGE+PFYGKAIPLE IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP GDVVVVAT DALMTG YTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSr tqr rgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRL+PTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
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Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


04 1 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSG+PA++PDREVLYREFDEMEEC 



> r qi 1 5918941 1 qb | AAD56186 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1224 bits (3166), Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 
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Query 1 AP I TAYAQQTRGLLGC I I TSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 API TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGE VQVVSTATQS FLATC VNGACWTVFHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrr rg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE +ETTMR 
Sb j ct 1147 DTRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVEAMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG +PNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 
Sbjct 1267 YMSKAHGTEPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG IGT VLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALS TGEIPFYGKAI P+EVIK 
Sbjct 1327 LG IGT VLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALSNTGEIPFYGKAI PI EVIK 138 6 

Query 361 GGRHL I FC H S KKKC DELAAKL VALG I NAVAY YRGLDVS V I P P I G DVVVVAT DALMTG YTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP G DVVVVAT D ALM T G + T G 
Sbjct 1387 GG RH L I FC H S KKKC DE LAAKL S ALGLN AVAY YRGLDVSV I PTSG DVVVVAT DALMTG FTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQAT VCARAQAPP PSWDQMWKCLI RLKPTLHG PT PLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQN E I T LT H P VT K Y I MT CM S ADL E VVT S TW v 1 v g g v 1 a a 1 a a YC L S T GC V V I VG RV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVI PDREVLYREFDEMEEC 1711 



>r qi|5441842| emb I CAB4 6917 . 1 | non-structural polyprotein [Hepatitis C virus] 

gi 154418361 emb | CAB4 6913 . 1 1 non-structural polyprotein [Hepatitis C virus] 
Length=1985 

Score « 1224 bits (3166), Expect =0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRD+NQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 2 APITAYSQQTRGLLGCIITSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 61 
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Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


62 


SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


121 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 




Sbjct 


122 


DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 


181 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


182 


SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


241 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 




Sbjct 


242 


YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 


301 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS+TGEIPFYGKAIP+E IK 




Sbjct 


302 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSSTGEIPFYGKAIPIETIK 


361 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDV+VVATDALMTG+TG 




Sbjct 


362 


GGRHLIFCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVIPTSGDVIVVATDALMTGFTG 


421 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 




Sbjct 


422 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGI YRFVTPGE 


481 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


482 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


541 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


542 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


601 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vqgvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+T THP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


602 


RLGAVQNEVTTTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


661 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPAI I PDREVLYREFDEMEEC 




Sbjct 


662 


ILSGKPAI I PDREVLYREFDEMEEC 68 6 





>F qi | 5 634 2193 | dbj | BAD7397 4.il polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1223 bits (3165), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+ NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

RT+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 ARTLAGQKGP I TQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 153506756-5678-19937051791 1.BLASTQ4, 

Sbjct 1147 

Query 181 

Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 

Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 
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DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS +GEIPFYGKAIP+E IK 

LG I GT VLDQAETAGARLVVLATAT PPGS VT VPH PNI EEVALSNSGE I PFYGKA I P I ET I K 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVAT DALMTG+ TG 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQNE+TLTHP+TK+IM CMSADLEV T S TWVL VGG VLAALAAYCL+ TG VVIVGR+ 

RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> 17 qi | 115594 59 | dbj IBAB18809. 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1223 bits (3165), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCP GH VGIFRAAVCTRGVAKAV+F+PVE++ETTMR 
Sbjct 1147 DGRGSLLSPRPISYLKGSSGGPLLCPLGHVVGIFRAAVCTRGVAKAVEFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQAFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 
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Query 241 YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPN+RTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 

Sbjct 1267 YMSKAYGVDPNVRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAET AGARL WLATAT PPGS VT V PH PN I EE VALS TGEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA KL ALG+NAVAYYRGLDVSVIP G D VVVVAT D ALMTG YT G 

Sb j ct 1387 GGRHLI FCHSKKKCDELATKLSALGVNAVAYYRGLDVS VI PTNGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G++ PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDSFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNEITLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEITLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAIIPDREVLY+EFDEMEEC 
Sbjct 1687 I LSGRPAI I PDREVLYQEFDEMEEC 1711 



> n qi 1 56342191 1 dbj IBAD7397 3. 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1223 bits (3164), Expect = 0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
T+T+A GP+ QMYTNVD DLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 



60 

1086 

120 

1146 

180 

1206 

240 

1266 

300 

1326 

360 
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Sbjct 1327 LG I GT VLDQAETAGARL VVLATAT P PGS VT V PH PN I EE VALSN I GE I P FYGKAI P I ET I K 138 6 

Query 361 GGRHLIFCHSKKKCDE L AAKL V ALG I N A V A Y YRGLDVSVIPPIG D V V V V AT D ALMT G Y T G 420 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP G D W V V AT DALMT G Y T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPT FTI ET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPT FTI ETTTVPQDAVSRSQRRGRTGRGRTG I YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

) 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

• +LSGKPAI+PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQEFDEMEEC 1711 



> f7 qi I 7 650224 | qb | AAF6594 3 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1223 bits (3164), Expect =0.0, Method: Composition-based stats. 
Identities = 628/685 (91%), Positives - 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA QTFLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQTFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 1087 SKTLAGPKGPI TQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAIPIETIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVI P G DVVV VAT DALMTG+ TG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGINAVAYYRGLDVSVI PT SGDVVVVAT DALMTG FTG 14 4 6 
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Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTI+T T+PQDAVSRTQRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIDTTTVPQDAVSRTQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

IDAH FLSQTKQ+G+N PY+VAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 
Sb j Ct 1567 RI DAHFLSQTKQAGDNFPYMVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAI I PDREVLYREFDEMEEC 1711 



> V qi 1 115594 65 I dbj IBAB18812. 1 1 polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1223 bits (3164), Expect =0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1028 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 1087 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1088 SKTLAGPKGPITQMYTNVDQDLVGWLAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 7 

Query 121 ds rgsl 1 s pr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 8 DGRGSLLS PRPVS YLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1207 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1208 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 1267 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 68 YMSKAHGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1327 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGE+PFYGKAI P+E IK 
Sbjct 1328 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEVPFYGKAIPIEAIK 1387 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P G D V V V VAT DALM T G + T G 
Sbjct 1388 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVS VI PTNGDVVVVATDALMTGFTG 14 47 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 48 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1507 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET++RLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
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Sbjct 


1508 


RPSGMFDSSVLCECYDAGCAWYELTPAETS I RLRAYLNTPGLPVCQDHLEFWEGVFTGLT 


1567 


Query 


C. A 1 

0 fJ 1 


HI DAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N P YLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHG PT PLLY 




Sbjct 


1568 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1627 


Query 


oUl 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 


660 






RLGAVQNEI LTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1628 


RLGAVQNE 1 1 LTH PI TKFIMACMS ADLEVVTSTWVLVGG VLAALAAYCLTTGS VVI VGRI 


1687 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA++PDREVLYREFDEMEEC 




Sbjct 


1688 


ILSGRPAVVPDREVLYREFDEMEEC 1712 





>F qi 1 115594 4 3 1 dbj IBAB18801.il polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1223 bits (3164), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLA+C+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLASCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LGINA+AYYRGLDVSVI P GDVVVVATDALMTG+TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGINAIAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSRTQRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRTQRRGRTGRGRRGIYRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HI DAH FLSQTKQSGENLP YLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N P YLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 
Sbjct 1567 HI DAH FLSQTKQAGDNFP YLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 1626 
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Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 


660 






RLGAV NE+TLTHPVTKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVHNEVTLTHPVTKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA+ I PDREVLYREFDEMEEC 




Sbjct 


1687 


I LSGRPAVI PDREVLYREFDEMEEC 1711 





>r qi I 56342229 | dbj jBAD73992.il polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1222 bits (3163), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWTV YHGAG 
Sb j ct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFR7\AVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAYGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSK KKC DE L AAKL V ALG I N A V A Y YRGLDVSVIPPIG D V V V VAT D ALMT G YTG 4 20 

GGRHLIFCHS+KKCDELAAKL LG+NAVAYYRGLDVS VI P GDVVVVAT DALMTG+TG 
Sb j ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI P T S G D V V V V AT DALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHG PT PLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPAI+PDREVLY+EFDEMEEC 
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> r qi I 5634 2225 I dbj | BAD73990 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1222 bits (3163), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 AP I TAYAQQT RGLLGC I VT SLTGRDKNQVEGE VQVVS T ATQS FLATC VNG VCWT V YHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 T KTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGS SDL YLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

+GIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 
Sbjct 1327 MGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVATDALMTG+TG 
Sb j ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTNGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+PGIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRPGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> r qi | 56342199 | dbj | BAD73977 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 
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Score = 1222 bits (3163), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives - 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGP I TQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgs 11 sprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRH L I FC H S + KKC DE L AAKL LG+NAVAYYRGLDVSVIP G D V V V V AT D ALMT G + T G 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 150 6 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> r~ qi I 5 6342197 [dbj IBAD7397 6.1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1222 bits (3163), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 
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Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrqsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sb j Ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

Sb j ct 1327 LGIGTVLDQAETAGARLVVLATATPPGS VTVPHPNIEEVALSNIGEI PFYGKAI PIETIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL LG+NAVAY YRGLDVSVI P GDVVVVATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSRKKC DELAAKLSGLGLNAVAY YRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 5 4 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 15 67 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> F qi I 5634 2195 I dbj I BAD7 3975 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1222 bits (3163), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

RT+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 ARTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d.srgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
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DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 
YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS +GEI PFYGKAIP+E IK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNSGEIPFYGKAIPIETIK 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVATDALMTG+TG 
GGRHLI FCHSKKKCDELAAKLSDLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvgg vlaaiaa YCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

VLSGKPAI I PDREVLYRE FDEMEEC 685 
+LSGKPAI + PDREVLY+ + FDEMEEC 



> P qi I 496367 1 dbj IBAAQ3905. 1 | polyprotein precursor [Hepatitis C virus type 2] 
Length=2284 

Score = 1222 bits (3162), Expect = 0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

API TAYAQQTRGLLGC 1 1 T SLTGRDKNQVEGEVQ I VSTAAQT FLAT CI NGVCWT VYHGAG 6 0 
APITAY+QQTRGLLGCIITSLTGRDKNQV+GEVQ++STA Q+FLATC+NGVCWT VYHGAG 
APITAYSQQTRGLLGCIITSLTGRDKNQVDGEVQVLSTATQSFLATCVNGVCWTVYHGAG 360 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGWPAP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 



DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDFIPVE++ETTMR 



SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKV VLNPSVAATLGFGA 
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YMSKAHGI+PNIRTGVRTITTG PITYST YGKFLADGGCSGGAYDI I ICDECHSTD T+I 



LG I GT VLDQAETAGARL VVLATAT P PGS + T VPH PN I EE VALS TGEIPFYGKAIP+E IK 



GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D VV V VAT DALMT G + T G 



DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHP+TK++M CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



+LSG+PA++PDREVLYREFDEMEEC 



> fT qi 1 174 97 62 | dbj | BAA14 035. 1 1 unnamed protein product [Hepatitis C virus] 
Length=3010 

Score = 1222 bits (3162), Expect =0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQV+GEVQ++STA Q+FLATC+NGVCWTVYHGAG 
APITAYSQQTRGLLGCI ITSLTGRDKNQVDGEVQVLSTATQSFLATCVNGVCWTVYHGAG 108 £ 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGWPAP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSMTPCTCGSSDLYLVTRHADVIPVRRRG 1146 

dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG I FRAAVCTRGVAKAVDFI PVE+ +ETTMR 
DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFIPVESMETTMR 120i 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQ+ FQVAHLHAPTGSGKSTKVPAAYAAQGYKV VLNPSVAATLGFGA 
SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVRVLNPSVAATLGFGA 126( 

YMSKAHGIDPN I RTGVRTITTGS PITYST YGKFLADGGCSGGAYDI I I CDECHSTDATSI 300 
YMSKAHGI+PNIRTGVRTITTG PITYSTYGKFLADGGCSGGAYDI I ICDECHSTD T+I 
YMSKAHG I EPNIRTGVRTITTGGPITYST YGKFLADGGCSGGAYDI I ICDECHSTDWTTI 132i 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
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Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 
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Query 481 
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Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 

Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 
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LG I GT VL DQAETAGARLVVLATAT PPGS + TV PH PN I EE VALS TGEIPFYGKAIP+E IK 

LGIGTVLDQAETAGARLVVLATATPPGSITVPHPNIEEVALSNTGEIPFYGKAIPIEAIK 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLIFCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVAT DALMTG+TG 

GGRHLIFCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPTSGDVVVVAT DALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEITLTHP+TK++M CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEITLTHPITKFVMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> C qi | 56342227 |dbj 1 BAD73991 . 1 | polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1222 bits (3161), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 665/685 (97%), Gaps - 0/685 (0%) 

Query 1 * APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sb j ct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

+GIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 
Sbjct 1327 MGI GT VLDQAETAGARLVVLATATPPGS VT VPHPN I EEVALSNVGE I PFYGKAI P I ET I K 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VI PP I GDVVVVAT DALMTGYTG 4 20 

GGRHLIFCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P 'GDVVVVAT DALMTG+TG 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVV AT DALMTGFTG 14 4 6 
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Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+PGI YRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRPGI YRFVTPGE 1506 

Query' 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV T S TWVL VGG VLAALAAYCL+ TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> fZ gi | 7 650226 | qb \ AAF6594 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1222 bits (3161), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 660/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAY+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
D RGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQV HLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 

LG I GTVLDQAETAGARLVVLATAT PPGS VT VPHPN I EEVALSTTGEI P FYGKAI PLEVI K 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE ALS TGEIPFYGKAIP-f E IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP GDVVVVAT DALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrt grgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 



60 

1086 

120 

1146 

180 

1206 

240 

1266 

300 

1326 

360 

1386 

420 

1446 

480 

1506 

540 
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RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAAL7\AYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA+ I PDREVLYREFDEMEEC 




Sbjct 


1687 


I LSGRPAVI PDREVLYREFDEMEEC 1711 





> F qi 1 5634 2209 | dbj 1 BAD73982 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1221 bits (3160), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGP I TQMYTNVDQDLVGWLAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 120 6 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 120-7 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DP+IRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGVDPSIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAETAGARLVVLATAT PPGS VT VPH PN I EEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 ' LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL +LG+NAVAYYRGLDVSVI P GDVVVVATDALMTG+TG 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSSLGLNAVAYYRGLDVS VI PTSGDVVVVAT DALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 54 1 HI DAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 
Sbjct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 1626 
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Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 


660 






RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPA++PDREVLY++FDEMEEC 




Sbjct 


1687 


ILSGKPAVLPDREVLYQQFDEMEEC 1711 





> r gi [5918 935 [gbj AAD56183. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1221 bits (3160), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives - 662/685 (96%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGL GCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 

Sbjct 1027 APITAYSQQTRGLFGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

Sbjct 1087 SKTLAGPKG P I TQMYTNVDQDLVGWPAP PGARS LT PCTCGS SDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds r gs 1 ispr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+ SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sb j ct 1147 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 120 6 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPN+RTGVRTITTG+ ITYSTYGKFLADGGCSGGAYDI I+CDECHSTD+TSI 

Sbjct 12 67 YMSKAHGIDPNVRTGVRTITTGASITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEV LS TGEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVGLSNTGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVWAT DALMTGYTG 4 20 

GGRHLIFCHSKKKCDELA KL LGINAVAYYRGLDVSVIP GDVVVVAT DALMTGYTG 

Sb j c t 1387 GGRHLI FCHSKKKCDELATKLSTLGINAVAYYRGLDVS VI P T S G D V V V VAT DALMT G Y TG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET f+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPT FT I ETATVPQDAVSRSQRRGRTGRGRMGI YRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N P YLVAYQAT VCARAQAP P PSWDQM KCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMLKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEITLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
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+LSG+PAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAI I PDREVLYREFDEMEEC 1711 



> r qi I 56342215 [dbj IBAD73985. 1 I polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1221 bits (3159), Expect =0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQI VSTAAQT FLATCI NGVCWTVYHGAG 
APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATCI NGVCWTVYHGAG 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
T+T+A KGP+ QMYTNVDQDLVGW AP G+RSL PCTCGSSDLYLVTRHADVIPVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LG I GT VL DQAE T AGARL VVL AT AT P PG S VT V PH PN I E E VAL S GEI PFYGKAIP+E IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 
GGRHLI FCHSKKKCDELAAKL +LG+NAVAYYRGLDVSVI P G D V V V V AT DALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQ+G+N PYL+AYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 
RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+ G VVIVGR+ 



VLSGKPAI IPDREVLYREFDEMEEC 685 
. +LSGKPAI+PDREVLY++FDEMEEC 
ILSGKPAI VPDREVLYQQFDEMEEC 1711 



60 

1086 
120 
1146 
180 
1206 
240 
1266 
300 
1326 
360 
1386 
420 
• 1446 
480 
1506 
540 
1566 
600 
1626 
660 
1686 



> r qi I 5634 2211 1 dbj | BAD73983. 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 
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Score = 1221 bits (3159), Expect =0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 666/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 1 1 spr P I S YLKGS SGGPLLC PAGHAVG I FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 S PVFTDNSSPPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ-f-FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DP+IRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGVDPSIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAI PIETIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 

GGRHLIFCHS+KKCDELAAKL +LG+NAVAYYRGLDVS VI P G D V V V V AT DALMTG + T G 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSSLGLNAVAYYRGLDVS VI PTSGDVVVVATDALMTGFTG 144 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI DAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 H I DAH FLSQTKQAGDN FP YLVAYQAT VCARAQAPPPSWDQMWKCLI RLKPTLHGPT PLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaa laaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAVLPDREVLYQQFDEMEEC 1711 



> r gi | 7 650238 | qb 1 AAF65950 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1221 bits (3159), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
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Sbjct 


1027 
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Query 


121 


Sbjct 


1147 
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Sbj ct 


1207 


Query 


241 


Sbj ct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbj ct 


1387 


Query 


421 


Sbj ct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbj ct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



APITAYSQQTRGLLGCIITSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+T+A PKGP+ QMYTNVDQDLVGW +P G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

AKTLAGPKGPITQMYTNVDQDLVGWQSPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

as rgs 1 1 spr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

DSRGSLLSPRPISYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGI+P+IRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

YMSKAHGIEPSIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG+GTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

LGVGTVLDQAETAGARLVVLATAT PPGS VTVPHPNI EEVALSNAGE I PFYGKAI P I EAI K 138 6 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG+TG 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVIPASGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGA+QNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGALQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPAI I PDREVLY+EFDEMEEC 
ILSGKPAI I PDREVLYQEFDEMEEC 1711 



> HI gi I 319804 53 I dbj {BAC777 67 . 1| NS protein [Hepatitis C virus] 
Length=1984 

Score = 1221 bits (3159), Expect = 0.0, Method: Composition-based stats. 
Identities = 630/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRD+NQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1 AP I TAYSQQTRGLLGCI I TSLTGRDRNQVEGEVQVVSTATQS FLATC INGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 61 SKTLAGPKGPI TQM YTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 120 
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Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sbjct 121 DNRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 181 S PVFTDNS S PPAVPQT FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 240 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 ' 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 

Sbjct 241 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKA P+E IK 

Sbj ct 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAFPIEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELA KL ALGINAVAYYRGLDVSVI P G D V VV VAT DALMT G YT G 

Sbj Ct 361 GGRHLIFCHSKKKCDELATKLS ALGINAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 420 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgr tgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 540 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 541 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 601 RLGAVQNEVTLTHPITKFI^4ACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 660 



Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLY+EFDEMEEC 
Sbjct 661 ILSGKPAVIPDREVLYQEFDEMEEC 68 5 



> r gi 1 1814 08 6 | dbj IBAA09072 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1221 bits (3159), Expect =0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCTNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPSGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKS KVP YAAQGYKVLVLN PS VAATLGFGA 
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Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLYREFDEMEEC 

Sbjct 1687 ILSGKPAI I PDREVLYREFDEMEEC 1711 
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SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSNKVPVEYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 

YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG I GT VL DQAE T AG ARL VVL AT AT PPGSVTVPHPNIE E VALS TGEIPFYGKAIP+E IK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1386 

GGRHLI FC H S KKKC DE L AAKL VALG I N AVA Y Y RG L D V S V I P P I G D V V WAT D ALM T G Y T G 420 
GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVI P G D V V WAT DALMTG + T G 

GGRHLI FCHSKKKCDELAAKLSGLGINA VAYYRGLDVS VI PASGDWWATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPV QDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVWQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> F qi I 56342231 |dbj IBAD73993. 1 | polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1221 bits (3158), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAYGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 1326 
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Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVIP GDVVVVATDALMTG+TG 

Sb j ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGRV 

Sbjct 1627 RLGAVQNEVTLTH PI TKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGS VVIVGRV 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685. 

+LSGKPAI+PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAILPDREVLYQEFDEMEEC 1711 



> FI gjj 7 650230 | qb I AAF6594 6 . 1 j polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1221 bits (3158), Expect = 0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NG VCWT V+ HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+ + T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsilsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T++ 
Sbjct 12 67 YMSKAYGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTV 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEV LS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVGLSNTGEIPFYGKAI PIEAIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
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Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRG+TGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



-RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA+IPDREVLYREFDEMEEC 



Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



> f~ qi | 221611 Idbj I BAA14 233 . 1 1 unnamed protein product [Hepatitis C virus] 

qi|130469|sp|P26662|POLG HCVJA Genome polyprotein [Contains: Core protein p21 (Capsid 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 
Protease NS2-3 (p23); Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 
Length=3010 

Score = 1221 bits (3158), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQV+GEVQ++STA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVDGEVQVLSTATQSFLATCVNGVCWTVYHGAG 1086 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 



61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RS +T PCTCGS S DLYLVTRHADV+ PVRRRG 
1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSMTPCTCGSSDLYLVTRHADVVPVRRRG 114 6 



121 



1147 



181 



241 



1267 



301 



dsr gs 1 1 Spr PIS YLKGSSGGPLLC PAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCP+GH VG I FRAAVCTRGVAKAVDFI PVE++ETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFI PVESMETTMR 



180 



1206 



240 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGI+PNIRTGVRTITTG PITYSTY KFLADGGCSGGAYDI I ICDECHSTD+T+I 
YMSKAHGIEPNIRTGVRTITTGGPITYSTYCKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 



LG I GTVLDQAETAGARLVVLATATPPGS VTVPH PN I EEVALSTTGEI P FYGKAI PLEVI K 360 
LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALS TGEIPFYGKAIP+E IK 

1327 LGI GTVLDQAETAGARLVVLATAT PPGS I TVPH PN I EEVALSNTGEI P FYGKAI P I EAI K 1386 

361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
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Sbjct 1387 

Query 4 21 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+IPDREVLY+EFDEMEEC 

Sbjct 1687 ILSGRPAVI PDREVLYQEFDEMEEC 1711 



> n qi 1 1181832 1 qb | AAA8 6907 . 1 1 polyprotein 
Length=3010 
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GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D WVVAT DALMTG + TG 

GGRHLIFCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPTSGDVVVVAT DALMTGFTG 144 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgr tgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSR QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRAQRRGRTGRGRSGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+NLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



Score = 1221 bits (3158), Expect = 0.0, Method: Composition-based stats. 
Identities = 629/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrr rg 120 

++T+A PKGPV QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPVTQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d s r g s 1 1 s p r P I S Y L KG S S GG P L LC PAG H AVG I F RAAVC T RG VAKAV DFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGK+TKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKTTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 

Query 301 LG I GT VLDQAETAGARLVVLATAT PPGS VT VPH PN I EE VALSTTGE I PFYGKAI PLEVI K 360 

LG I GT VLDQAETAGARL VVLATAT PPGS VT VPH NIEEVALS GE I PFYGKAI PLE IK 
Sbjct 1327 LG I GTVLDQAETAGARLVVLATATPPGSVTVPHSNIEEVALSNIGEI PFYGKAI PLENIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKL VALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL LGINAVAYYRGLDVSVIP GDWVVAT DALMTG YTG 
Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSGLGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 6 

Query 4 21 DFDS VI DCNTCVTQTVDFSLDPT FT I ETITLPQDAVSrtqrrgr; tgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN CVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNVCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGI YRFVTPGE 1506 
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Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCE YDAGCAWYELTPAE +VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCESYDAGCAWYELTPAEASVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TGCVVIVGR+ 




Sbjct 


1627 


RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGCVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDRE VLYREFDEMEEC 685 








+LSG+PAI+PDREVLY+EFDEMEEC 




Sbjct 


1687 


ILSGRPAIVPDREVLYQEFDEMEEC 1711 





> fZ gi I 4753719 I emb | CAB4 1950 . 1 1 polyprotein [Hepatitis C virus] 
Length=3012 

Score = 1220 bits (3157), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NG VCWT VYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLV+RHADVI PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETT R 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DP+IRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG IGTVLDQAETAGARLVVLAT AT PPGS VT VPH PN I EEVALS TGEIPFYGKAIP+E 1 + 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAA+L LGINAVAYYRGLDVSVI P G D V V V V AT DALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 



Query 


1 


Sbjct 


1029 


Query 


61 


Sbjct 


1089 


Query 


121 


Sbjct 


1149 


Query 


181 


Sbjct 


1209 


Query 


241 


Sbjct 


1269 


Query 


301 


Sbjct 


1329 


Query 


361 


Sbjct 


1389 


Query 


421 


Sbjct 


1449 


Query 


481 


Sbjct 


1509 


Query 


541 
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HIDAHFLSOTKO+G+N PYTiVAYOATVrARAOAPPPSWDOMWKCTiTRT.KPTT.HftPTPT.T.Y 




Sbj ct 


1569 


H T DAH FT.^OTKOAnnNFPYT.VAYOATVrAR AOAPPP^WnOMWKPT.TRT.KPTT.HfiPTPT.T.Y 


1 628 

X \J c u 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 


660 






RLGAVONE+TLTHPVTKYTM ADT.F VVT^TWVT.VfiftVT.AAT.AAYCT.+Tf; VVTVf;R + 




Sbj ct 


1629 


RT.nAVONFVTT.THPVTKYTMArM^AnT F WT^TWVT.VGGVT.A AT. A A YPT TTn^VVTVnRT 
xvxjo^i v yiNti v xxjxnirv i i w w\\^VlOr\Ui-iCj vv xOxWVxjV oo v xjrvrixjrxrt lL-Ll ioOV vl VuM 


x. O O O 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPAI+PDR VLYREFDEMEEC 




Sbjct 


1689 


I LSGKPAI VPDRGVLYREFDEMEEC 1713 





>C gi I 56342221 1 dbj IBAD73988.1 | polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1220 bits (3157), Expect =0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAYAQQT RGLLGC I+T S LTGRDKNQVEGE VQ+ VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 1146 

Query 121 ds rgsllspr PIS YLKGSSGGPLLCPAGHAVGIFR7VAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DP+IRTGVRT+TTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGVDPSIRTGVRTVTTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I G T VL DQAE T AG ARL VVL AT AT P PG S VT V P H PN I E E VALS TGEIPFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHS+KKCDELAAKL LG+NAVAY YRGLDVS+ I P GDVVVVATDALMTG+TG 
Sb j ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVS 1 1 PT S G D V VV VAT DALMTG FTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCV QTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVIQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKFIbdACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 
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Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> T qi I 56342217 Idbj [BAD73986.il polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1220 bits (3157), Expect =0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
T+T+AS KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



as rgs 1 1 spr P I S YLKGSSGGPLLC PAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+RGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG++PNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS. TGEIPFYGKAIP+E IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 420 
GGRHLIFCHSKKKCDE+AAKL LG+NAVAYYRGLDVSVIP G D VVV VAT DALMT G + T G 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKP LHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ THP+TKYIMTCM+ADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPAI+PDREVLY++FDEMEEC 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 
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> r qi I 5634 2213 |dbj I BAD73984 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1220 bits (3156), Expect = 0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSL PCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLI PCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sb j ct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAI PIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL +LG+NAVAYYRGLDVSVI P G D V V V VAT D ALMT G + T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSSLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVD SLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDLSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYL+AYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLIAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+ G VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTAGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> F qi | 221605 | dbj I BAA02756. 1 1 polyprotein precursor [Hepatitis C virus] 
Length=3010 

Score = 1220 bits (3156), Expect = 0.0, Method: Composition-based stats. 
Identities = 623/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Sbjct 
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Query 
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Query 
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Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQ I VSTAAQT FLATC I NG VCWTVYHGAG 60 
APITAY+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPCTCGSSDLYLVTRHADVIPVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YM KAHGIDPNIRTGVRTITTG PITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG I GTVLDQAETAGARLVVLATAT PPGS VT VPHPN I EE+ LS GEIPFYGKAIP+E IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVS VI PPIGDV WAT DALMT G + T G 
GGRHLI FCHSKKKCDELAAKLTGLGLNA VAYYRGLDVS VI PPIGDVAVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGL+ 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA++PDREVLY+EFDEMEEC 



> r gi I 1814087 | dbj 1BAA09073. 1 [ polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1220 bits (3156), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGC I ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 API TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGE VQVVSTATQS FLATCVNG VCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 

Sbjct 1087 

Query 121 

Sbjct 1147 

Query 181 

Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLYREFDEMEEC 

Sbjct 1687 I LSGKPAVI PDREVLYREFDEMEEC 1711 
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SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

ds rgsllspr PIS YLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTG RTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+TSI 

YMSKAHGVDPNIRTGARTFTTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG I GT VL DQAETAGARLVVLAT AT P PGS VT VPH PN I EE VALS TGEIPFYGKAIPL+ IK 

LGIGTVLDQAETAGARLVVLATATPPG.SVTVPHPNIEEVALSNTGEIPFYGKAIPLDTIK 138 6 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 
GGRHLIF HSKKKCDELA KL ALG+NAVAY YRGLDVS VI P G+VVVVAT DALMTGYTG 

GGRHLI FWHSKKKCDELATKLSALGVNAVAYYRGLDVSVI PTSGNVVVV AT DALMTGYTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrqKPGIYRFVAPGE 4 80 
DFDSVIDCNTCV QTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVIQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 150 6 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
R SGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RTSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 



> H' qi I 18027 685 |qb|AAL558 21 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1219 bits (3155), Expect = 0.0, Method: Composition-based stats. 
Identities 625/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWLAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 1147 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 
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Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 420 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVI P G D V VV VAT DALMTG + TG 

Sb j ct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVS VI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+ LTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVILTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> (7 qi | 7 650250 | qb I AAF65956 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1219 bits (3155), Expect = 0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYCQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWLAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds r gs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG I FRAAVC T RG VAKAV D F+ P VE + + ET T R 
Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTTR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHG I DPNIRTGVRTITTGS PI TYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI I+CDECHSTD+TSI 
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Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 

Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 
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YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTSI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGI GT VLDQAETAGARL VVLATAT PPGS VT VPH PN I EE+ALS TGEI PFYGKAI P+E IK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIALSNTGEIPFYGKAIPIEAIK 1386 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDWVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP GDWWATDALMTG+TG 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PVSGD\AAA^ATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrqrtgrgKPGIYRFVAPGE 4 80 
D DSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DLDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+NLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGS VVIVGRI 168 6 



>r gi|11559467|dbj 1BAB18813.1I polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1219 bits (3155), Expect = 0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 664/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d.s rgs 11 spr PIS YLKGSSGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYA QGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYATQGYKVLVLNPSVAATLSFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPN+RTGVRT+TTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGMDPNLRTGVRTVTTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+EVIK 
Sbjct 1327 LGI GT VLDQAETAGARL VVLATAT PPGS VTVPH PNI EEVALSNTGE I PFYGKAI P I EVI K 138 6 
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Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA+IPDREVLY+EFDEMEEC 

Sbjct 1687 ILSGKPAVIPDREVLYQEFDEMEEC 1711 
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GGRHLI FC H S KKKC DE LAAKL V ALG I N AVA Y YRGL D VS V I PPIGDWVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 

GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVS VI PTS GDVVVVATDALMTGYTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtg rgKPGIYRFVAPGE 480 
+FDSVIDCNTCV QTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

NFDSVIDCNTCVNQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGI YRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> r qi 1 115594 63 | dbj | BAB18811 , 1 I polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1219 bits (3155), Expect =0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT V YHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KT LAG PKG P I TQM YTNVDQDLVGWQAP PGARS LT PCTCGS S DL YLVTRHADV I PVRRRG 114 6 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DS+GSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sb j ct 1147 DSKGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 1266 

Query 24 1 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDI IICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEV LS TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVGLSNTGEIPFYGKAI PIEAIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDWVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAA+L++LG+NAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sbjct 1387 GGRHLI FCHSKKKCDELAARLLSLGVNA VAYYRGLDVS VI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 



Page 135 of 235 



Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 


1506 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWD MWKCL RLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDLMWKCLTRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVVLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI IPDREVLYREFDEMEEC 685 








+LSG+P I IPDREVLYREFDEMEEC 




Sbjct 


1687 


ILSGRPVI IPDREVLYREFDEMEEC 1711 





>r qi 15 634 2205 | dbj IBAD73980.1] polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1219 bits (3154), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API T A YAQQT RGL GCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLFGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

Sb j ct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d s r as 1 1 s p r P I S Y L KG S S G G PL L C P AG H AVG I F RAA VC T RG VAKAV DFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct ' 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDP+IRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 12 67 YMSKAHGIDPSIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA KL +LG+NAVAYYRGLDVS VI P G D W WAT DALMTG + TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAEKLSSLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 1 53506756-5678-1 993705 1 79 1 1 .BLASTQ4, 



Page 136 of 235 



Query 


0 4 1 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHPVTK+I CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGRV 




Sbjct 


1627 


RLGAVQNEVTLTHPVTKFITACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRV 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PAI+PDREVLY++FDEMEEC 




Sbjct 


1687 


ILSGRPAI VPDREVLYQQFDEMEEC 1711 





> r qi I 385584 |qb|AAB27127 . 1 1 polyprotein [Hepatitis C virus] 

qi | 743453 | prf | I2012309A polyprotein 
Length=3014 

Score = 1218 bits (3152), Expect =0.0, Method: Composition-based stats. 
Identities = 622/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY++QTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWT VYHGAG 
APITAYSRQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 ( 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
SKTLAGPKGPIAQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 ( 

dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVG+FRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAY7VAQGYKVLVLNPSVAATLGFGA 240 
SPVFTD SSPP VPQ+ FQVAHLHAPTGSGKST+VPAAYA QGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E I 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDS VLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNE I TLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 
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RLGAVQNE+TLTHP+TKYIM CM ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMWADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 



> f~ qi | 56078 9 jdbj | BAA06303. 1 ] polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1218 bits (3151), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCI ITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+ + T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PV RRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWSAPPGARSLTPCTCGSSDLYLVTRHADVIPVHRRG 114 6 

Query 121 ds rgs 11 spr PI SYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSP PISYLKGSSGGPL CP+G VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPGPISYLKGSSGGPLPCPSGRVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQ+FQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQTFQVAHLHAPTGSGKSTRVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPLEAIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVS+IP GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAYYRGLDVS 1 1 PTSGDVVVVAT DALMTGYTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAKAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vgg vlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGRPAVIPDREVLYQEFDEMEEC 1711 
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>C gi I 5 634 2219 | dbj 1BAD7 3987.11 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1217 bits (3149), Expect = 0.0, Method: Composition-based stats. 
Identities = 623/685 (90%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQ VEGE VQ I VS TAAQT FLATC I NG VCWT V YHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 API TAYAQQTRGLLGC I VTSLTGRDKNQVEGE VQVVS TATQS FLATCVNGVCWT V YHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg ' 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
. Sbjct 1147 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ-f FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG++PNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 
Sbjct 1267 YMSKAHGVEPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQAE T AG ARL V VL AT AT P PG S VT V PH PN I E E VAL S TGEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAI PIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHS + KKCDELAAKL LG+NAVAYYRGLDVSVIP G D VV V VAT DALMTG+TG 
Sbjct 1387 GGRHLIFCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 144 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGI YRFVTPGE 1506 

Query 4 8 1 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKP LHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLTRLKPVLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ THP+TK+IMTCM+ADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1 62 7 RLGAVQNEVI FTHPITKFIMTCMAADLEVATSTWVLVGGVLAALAAYCLTTGS VVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC ■ 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> P qi | 3098 633 | qbl AAC15722 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1217 bits (3149), Expect = 0.0, Method: Composition-based stats. 
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Identities = 622/685 (90%), Positives = 661/685 (96%), Gaps - 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 AP ITAYSQQTRGVLGC 1 1 TSLTGRDKNQVEGEVQVVS TATQS FLATC I NGVCWT V YHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sb j ct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAIPIEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHL I FCHSKKKC DELAAKL LG+NAVAYYRGLDVSVIPPIGDVVVVATDALMTG+TG 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPPIGDVVVVATDALMTGFTG 144 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 54 1 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 ' RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 • VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAVVPDREVLYQEFDEMEEC 1711 



> r qi | 8 6372255 I qb 1 ABC95195. 1 \ polyprotein [Hepatitis C virus] 
Length=3014 

Score = 1217 bits (3149), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1031 APITAYAQQTRGLLGCIVTSLTGRDRNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 1090 
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Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVDQDLVGWPAP G+RSLT CTCGSSDLYLVTRHADVI PVRRRG 

Sbjct 1091 SKTLAGPKGPVTQMYTNVDQDLVGWPAPPGARSLTACTCGSSDLYLVTRHADVI PVRRRG 1150 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+S LKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sb j ct 1151 DSRGSLLS PRPLSNLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1210 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPV+TDNSSPP VPQ+FQVA+LHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1211 SPVYTDNSSPPAVPQTFQVAYLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1270 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1271 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1330 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG IGT VLDQAETAGARLVVLATATP PGS VTVPH PN I EEVALS TGEIPFYGKAI P+E IK 

Sbjct 1331 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1390 

Query 361 GGRHL I FCHSKKKCDELAAKLVALG INAVAY YRGLDVS VI P P I GDVVVVAT DALMTG YTG 4 20 

GGRHL FCHSKKKCDELAAKL +LG+NAVAYYRGLDVSVI P GDVVVVAT DALMTG + TG 

Sbjct 1391 GGRHLTFCHSKKKCDELAAKLSSLGLNAVAY YRGLDVS VI PTSGDVVVVATDALMTGFTG 14 50 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 51 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1510 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1511 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 157 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1571 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1630 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 . 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVI GR+ 

Sbjct 1631 RLGAVQNEVTLTHPMTKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIAGRI 1690 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1691 ILSGRPAVVPDREVLYREFDEMEEC 1715 



> r qi | 67773303 I qb | AAY81920 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1217 bits (3148), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGVLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgs 1 Ispr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLS PRP+SYLKGSSGGPLLCP+GH VG+ FRAAVCTRGVAKAVDFI PVE++ETTMR 
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Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS+TGEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSSTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP GDV+VVATDALMTG+TG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVI VVATDALMTGFTG 1446 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRMGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvgovlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+T THP+TKYIM CM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTTTHPITKYIMACMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYREFDEMEEC 1711 



> f~ gi 1 5634 2223 j dbj | BAD7398 9 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1217 bits (3148), Expect = 0.0, Method: Composition-based stats. 
Identities = 623/685 (90%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 AP I TAYAQQTRGLLGC I VTS LTGRDKNQVEGEVQVVSTATQS FLATCI NGVCWT VYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKG P I TQMYTNVDQDLVGWQAP PGARSLT PCTCGSS DLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 11 spr PIS YLKGSSGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+P E +ETTMR 
Sb j ct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPAEAMETTMR 1206 

Query 181 S P VFT DNS S P PVV PQS FQVAHLH APTGS GKS T KVPAAYAAQG YKVL VLN PS VAATLG FGA 24 0 

SPVFTDNSSPP V P Q + + Q V AH LHAPTGSGKSTKV P AA Y AAQG Y KVL VLN P S VAAT L G FG A 
Sbjct 1207 SPVFTDNSSPPAVPQAYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 



Page 142 of 235 



Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G+DPNIRTGVRT+TTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sb j Ct 1267 YMSKAYGVDPNIRTGVRTVTTGAPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+E IK 

Sbjct 1327 LGI GTVLDQAETAGARLVVLATATPPGS VTVPH PNI EEVALSNTGE I PFYGKAI PI ET I K 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHS+KKCDELAAKL LG+NAVAYYRGLDVSVIP GDWVVATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSRKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 144 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrt grgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCV QTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVIQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sb j ct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGS VVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREVLYQQFDEMEEC 1711 



> T gi I 221607 | dbj 1 BAA01583. 1 1 polyprotein precursor [Hepatitis C virus] 
Length-3010 

Score = 1217 bits (3148), Expect = 0.0, Method: Composition-based stats. 
Identities = 623/685 (90%), Positives = 661/685 (96%), Gaps =0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 AP I TAYSQQTRGVLGC 1 1 TS LTGRDKNQVEGE VQVVSTATQS FLATC I NGVCWT VYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP-f QMYTNVD DLVGW AP G+RS+TPC+CGSS'DLYLVTRHADVIPVRRRG 
Sbjct 1087 S KTLAG PKG P I TQM YTN VDLDLVGWQAP PGARSMT PC SCGS S DL YL VT RHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sb j ct 1147 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 S PVFT DNS S PP VVPQS FQVAHLHAPTGSGKSTKVPAAYAAQG YKVLVLNPS VAATLG FGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 
Sbjct 1267 YMSKAHG I DPNIRTGVRTITTGGS ITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 360 
LG IGTVLDQAETAGARLVVLAT AT PPGS VTVPH PN I EE+ LS GEI PFYGKAI P+E IK 
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Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAI PIEAIK 138 6 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LG + N A V A Y Y RGLDVSVIPPIG D VV V VAT DALMT G + T G 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA++PDREVLY+EFDEMEEC 



Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



> C gi I 80322852 | qb | ABB52628 . 1 1 polyprotein [Hepatitis C virus] 
Length=2314 



Score = 1216 bits (3147), Expect = 0.0, Method :• Composition-based stats. 
Identities = 627/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 




Sbjct 


354 


APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 


413 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


414 


SKTLAGPKGPITQMYTNVDQDLVGWPAPSGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


t 473 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D+RGSLLSPRPISYLKGSSGGPLLCP+GH GIFRAAVCTRGVAKAVDF+PVE++ETTMR 




Sbjct 


474 


DNRGSLLSPRPISYLKGSSGGPLLCPSGHVAGIFRAAVCTRGVAKAVDFVPVESMETTMR 


533 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTK PAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


534 


SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKAPAAYAAQGYKVLVLNPSVAATLGFGA 


593 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDII+CDEC TD+TSI 




Sbjct 


594 


YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECRPTDSTSI 


653 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E K 




Sbjct 


654 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETTK 


713 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 


420 






GGR+LI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 




Sbjct 


714 


GGRYLI FCHSKKKCDELAAKLSALGINAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 


773 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1153506756-5678-199370517911.BLASTQ4, 

Query 421 

Sbjct 774 

Query 481 

Sbjct 834 

Query 541 

Sbjct 894 

Query 601 

Sbjct 954 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA I PDREVLYREFDEMEEC 

Sbjct 1014 ILSGRPATI PDREVLYREFDEMEEC 1038 
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DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 833 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 8 93 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL+RLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLMRLKPTLHGPTPLLY 953 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TKYIMTCM+ADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKYIMTCMAADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1013 



> JT qi | 5918 963 lqb|AAD5 61 97 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1216 bits (3146), Expect =0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGP I TQMYTNVDLDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 1 1 spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sb j ct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTG RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGTDPNIRTGARTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 3 60 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYG+AIPLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGRAIPLEVIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GRHLI FCHSKKKCDELAAKL ALG+NAVAY YRGLDVSVI P G+ VVVVAT DALMTG YTG 
Sb j ct 1387 EGRHLIFCHSKKKCDELAAKLSALGLNAVAY YRGLDVSVI PTSGNVVVVAT DALMTG YTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RJD=1 1 53506756-5678-1 993705 1 791 1 3LASTQ4, 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+I PDREVLYREFDEMEEC 

Sbjct 1687 ILSGRPAVI PDREVLYREFDEMEEC 1711 
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RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 
RLGAVQN++TLTHP+TK IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNDVTLTHPITKLIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRL 168 6 



> r qi I 5918961 I qb I AAD561 96.1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1216 bits (3146), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 

Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

Sbjct 1087 SKTLAGPKG PI TQMYTNVDLDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFI PVE++ETTMR 

Sb j ct 1147 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTG RTITTG+PITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 

Sbjct 12 67 YMSKAHGTDPNIRTGARTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALS TGEIPFYG+AIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSITVPHPNIEEVALSNTGEIPFYGRAIPLEVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP G+VVVVATDALMTGYTG 

Sb j ct 1387 EGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PTSGNVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 
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Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQN++TLTHP+TK IM CMS ADLE VVT S TWVL VGG VLAALAAYCL+ TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNDVTLTHPITKLIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSWIVGRL 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA+ I PDREVLYREFDEMEEC 




Sbjct 


1687 


ILSGRPAVI PDREVLYREFDEMEEC 1711 





>U qi 11944 37 61 dbj | BAA1 9625.11 unnamed protein product [Hepatitis C virus] 
Length=3010 

Score = 1216 bits (3145), Expect =0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPL CP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLPCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

+PVFTDNSSPP V PQ+ FQVAHLH APTG S GKS TKV PAA YAAQG YKVL VLN PS VAATLG FGA 
Sbjct 1207 APVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAA YAAQG YKVLVLNPSV7VATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+G DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDli+CDECHSTD+T+I 
Sbjct 12 67 YMSKAYGTDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIMCDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGT LDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+EVIK 
Sbjct 1327 LGIGTALDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D V VV VAT DALMTG + T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSTLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 54 1 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQA PPSWDQMWKCL RLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQASPPSWDQMWKCLTRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA+I PDREVLYREFDEMEEC 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1153506756-5678-199370517911.BLASTQ4, 

Sbjct 1687 ILSGKPAVI PDREVLYREFDEMEEC 1711 
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> FT qi 1 1814089 I dbj IBAA0907 6. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1216 bits (3145), Expect = 0.0, Method: Composition-based stats. 
Identities = 627/685 (91%), Positives = 657/685 (95%), Gaps - 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCTNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGSKGPITQMYTNVDQDLVGWQAPSGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DGRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKS KVP YAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSNKVPVE YAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVSVIP G D V VV VAT DALMT G + T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGINAVAYYRGLDVSVIPASGDVVVVATDALMTGFTG 144 6 

Query 421 . DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPV QDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVWQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 H I DAH FLSQTKQAGDNFP YLVAYQAT VCARAQAPPPSWDQMWKCLI RLKPTLHGPT PLL Y 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYREFDEMEEC 1711 



> r qi | 19568 933 [qb | AAL91977 . 1 | polyprotein [Hepatitis C virus type lb] 
Length=3010 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-1993705 1791 1 .BLASTQ4, 
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Score = 1215 bits (3144), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC++G CWTVYHGAG 
APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCVSGACWTVYHGAG 108 ( 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



as rgs 1 1 spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG++PNIRTGVRT+TTG+ ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
YMSKAHGVEPNIRTGVRTVTTGAGITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEI PFYGKAI P+EVIK 



GG RH L I FC H S KKKC DE LAAKL VALG I N A VA Y YRGLDVSVIPPIG D V V V VAT DALMTG Y T G 4 20 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVS VI P GDVVVVAT DALMTG +TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrt grgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VR+RAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
R+GAVQNE+ LTHPVTKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPAIIPDRE LY+ FDEMEEC 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 . 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



> U qi | 56342235 | dbj j BAD73995 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1215 bits (3144), Expect =0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 659/685 (96%), Gaps - 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATCINGVCWTVYHGAG 
Sbjct 1027 API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQVVSTATQS FLATCI NGVCWTVYHGAG 108 6 
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Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


'Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsl Ispr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VGI FRAAVCTRGVAKAVDF+ PVE++ETTMR 

DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

LGI GTVLDQAETAGARLVVLATAT P PGSVTVPHPN I EEVALSNIGE I PFYGKAI PI ET I K 138 6 

GGRHLI FCHSKKKCDELAAKLVALG I NAVAY YRGLDVS VI PPI GD VVVVAT DALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G D VVVVAT D ALMT G + T G 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAY YRGLDVS VI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCN CVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ G YRFV PGE 

DFDSVIDCNVCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGTYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVVLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPAI+PDRE LY++FDEMEEC 
ILSGKPAI VPDREALYQQFDEMEEC 1711 



> r qi 1 56342233 j db j j BAD73994 . 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1215 bits (3144), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API TA YAQQT RGLLGC I ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsl Ispr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
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DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 



Query 181 S P V FT DN S S P P VV PQS FQ V AH LH A PTG S G KS T KV PAA Y AAQG YKVL VLN P S VAAT LG FG A 24 0 

SPVFTDNSSPP V PQ+ FQV AH LH A PTG S G KS T KV PAA Y AAQG YKVL VLN PS VAAT LG FG A 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 24 1 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 12 67 YMSKAHGVDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNIGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAY YRGLDVSVI P GDVVVVATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAY YRGLDVSVI PTSGDVVVVATDALMTGFTG 144 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN CVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ G YRFV PGE 

Sbjct 14 47 DFDSVIDCNVCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRTGTYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sb j ct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaa YCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVVLTHPITKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI+PDRE LY++FDEMEEC 
Sbjct 1687 ILSGKPAIVPDREALYQQFDEMEEC 1711 



> r~ qi I 3098 637 | qb I AAC15724 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1215 bits (3144), Expect =0.0, Method: Composition-based stats. 
Identities = 621/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGC+ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NGVCWTV YHGAG 
Sbjct 1027 API TAYSQQTRGVLGCVI T SLTGRDKNQVEGEVQVVSTATQS FLATC I NGVCWTV YHGAG 108 6 



Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


1266 
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Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

Sbjct 1267 YMSKAHG I DPNIRTGVRTITTGGS ITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTT I 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEI PFYGKAIPIEAIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL L G + N A V A Y YRGLDVSVIPPIG D V V V V AT D ALM T G + T G 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVI PPIGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAW+ELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWHELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE-f- LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAVVPDREVLYQEFDEMEEC 1711 



> f"~ qi 1 15487 694 | qb 1 AAL00900 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1214 bits (3142), Expect = 0.0, Method: Composition-based stats. 
Identities = 622/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFG 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKA+G+DPNIRTGVRT I TTG+P ITYSTYGKFLADGGCSGGAYDI I +CDECHSTD+T++ 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 
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Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ALS TGEIPFYGKAIP+E IK 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEIALSNTGEIPFYGKAIPIETIK 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWWATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAY YRGLDVSVI P GDWVVATDALMTG+TG 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 
D DSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DSDSVIDCNTCVTQTVDFSLDPTFTIETTT.VPQDAVSRSQRRGRTGRGRGGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWK LIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKSLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLG VQ+EITLTHPVTKYIM CMSADLEVVTSTWVLv" GVLAALAAYCL+TG VVIVGR+ 

RLGTVQSEITLTHPVTKYIMACMSADLEVVTSTWVLVSGVLAALAAYCLTTGSVVIVGRI 168 6 

VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA+IPDREVLYREFDEMEEC 
ILSGKPAVI PDREVLYREFDEMEEC 1711 



> C qi 1 3098 635 |qb| AAC15723. 1| polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1214 bits (3141), Expect = 0.0, Method: Composition-based stats. 
Identities = 620/685 (90%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGC+ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGVLGCVITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGP I TQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+ Q V AH LHAPTGSGKSTKV P AA Y AAQG Y KVL VLN P S VAAT LG FG A 
Sbjct 1207 SPVFTDNSSPPAVPQTSQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 
Sbjct 1267 YMSKAHGIDPNIRTGVRT I TTGGS ITYSTYGKFLADGGCSGGAYDI I ICDECHSTDSTT I 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQ AE T AG ARL V VL AT AT P PGS VT V P H PN I E E + LS GEIPFYGKAIP+E IK 
Sbjct 1327 LGI GTVLDQAETAGARLVVLATAT PPGS VTVPHPNI EEI GLSNNGE I PFYGKAI PI EAI K 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL LG + N A V A Y YRGLDVSVIPPIG D V V V V AT D ALM T G + T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVI PPIGDVVVVATDALMTGFTG 14 4 6 
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Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWV VGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVPVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAVVPDREVLYQEFDEMEEC 1711 



> n qi 1 3098651 | qb 1 AAC15730 . 1 | polyprotein [Hepatitis C virus] 
Length=2864 

Score = 1214 bits (3140), Expect = 0.0, Method: Composition-based stats. 
Identities = 622/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRG+LGC+ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NGVCWT V YHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVD DLVGW AP G+ RS+T PC+CGS S DL YLVTRHADVI PVRRRG 



dsrgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+ FRAAVCTRGVAKAVDFI PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGI GTVLDQAETAGARLVVLATAT P PGS VT VPH PN I EE+ LS GEI PFYGPCAI P+E IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LG + N AVA Y YRGLDVSVIPPIG D V V V VAT DALMT G + TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
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RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 



> r qi I 3098 64 8 1 qb | AAC15729 . 1 1 polyprotein [Hepatitis C virus] 
Length=2864 

Score = 1213 bits (3139), Expect = 0.0, Method: Composition-based stats. 
Identities = 622/685 (90%), Positives « 661/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGVLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgs 1 IsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFI PVESMETTMR 120 6 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDI I ICDECHSTD+T+I 
Sbjct 12 67 YMSKAHG I DPN I RTGVRT I TTGGS ITYSTYGKFLADGGCSGGAYDI I I CDECHSTDSTT I 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEIPFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAIPIEAIK 1386 

Query 361 GGRHL I FCH S KKKC DELAAKLVALG I NAVAY YRGLDVS VI P P I GDVVVVAT DALMTG YTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIPPIGDVVVVATDALMTG+TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPPIGDVVVVAT DALMTG FTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEG VFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 
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Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAWPDREVLYQEFDEMEEC 1711 



>r qi\ 15529111 1 gbj AAK97 74 4 . 1 1 polyprotein [Hepatitis C virus] 
Length=3010 



Score = 1213 bits (3138), Expect = 0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 

Sbjct 1027 APITAYSQQTRGLLGCI ITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGACWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP GSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+ HAVGI FRAAVCTRGVAKAVDFI PVE++ETTMR 

Sb j ct 1147 DSRGSLLS PRPVS YLKGSSGGPLLCPSRHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMS KAHG I DPN I RTGVR ITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGIDPNIRTGVRAITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS GEIPFYGKAIP+EVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNAGEIPFYGKAIPIEVIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKK DELAAKL ALG+NAVAYYRGLDVSVI P G D V VV VAT DALMT G + T G 

Sbjct 1387 GGRHLI FCHSKKKYDELAAKLSALGLNA VAYYRGLDVS VI PTNGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtqrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAV+R+QRRGRTGRG+ GIYRFV PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVARSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE V TGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVSTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNEITLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sb j ct 1627 RLGAVQNEITLTHPMTKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 
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+LSG+PA+ I PDREVLYREFDEMEEC 
Sbjct 1687 I LSGRPAVI PDREVLYREFDEMEEC 1711 



> r qi I 3098 64 4 |qb[AAC15727 . 1 | polyprotein [Hepatitis C virus] 
Length=2864 

Score = 1213 bits (3138), Expect = 0.0, Method: Composition-based stats. 
Identities = 622/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA +FLATCINGVCWTVYHGAG 

Sbjct 1027 APITAYSQQTRGVLGCI ITSLTGRDKNQVEGEVQVVSTATHSFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFI PVE++ETTMR 

Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEI PFYGKAI P+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAI PIEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIPPIGDVVVVATDALMTG+TG 

Sbjct 1387 GGRHLIFCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPPIGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV+PGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVSPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbj ct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAVVPDREVLYQEFDEMEEC 1711 



> r qi I 3098 639 | qb | AAC15725.il polyprotein [Hepatitis C virus] 
Length=3010 
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Score = 1213 bits (3138), Expect = 0.0, Method: Composition-based stats. 
Identities = 621/685 (90%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGC ITSLTGRDKNQVEGEVQ+VSTA + FLATC I NG VCWT V YHGAG 
Sbjct 1027 API TAYSQQTRGVLGCXI T SLTGRDKNQVEGEVQVVSTATXS FLATC I NGVCWT VYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgsl 1 spr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+ FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEIPFYGKAIP+E IK 
Sbjct 1327 LG IGTVLDQAETAGARLVVLATAT PPGS VTVPHPNI EE I GLSNNGE I PFYGKAI P I EAI K 1386 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL L G + N A V A Y YRGLDVSVIPPIG D V V V V AT D ALM T G + T G 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPP I GDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sb j ct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLG AVQN E I T L T H P VT K Y I MT CM S A DL E V VT S T W v 1 v g g v 1 a a 1. a a Y C L S T GC V V I VG RV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 I LSGKPAVVPDREVLYQEFDEMEEC 1711 



> r qi 1 1814 090 | dbj 1 BAA09075. 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1212 bits (3136), Expect =0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAY+QQTRGLLGC I I TSLTGRDKNQVEGEVQ+ VSTA Q+FLATC+NGVCWTVYHGAG 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 158 of 235 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



cisrqs 1 1 spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG+DPNIRTG RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGT VLDQAETAGARLVVLATAT PPGS VT VPH PN I EEVALS TGEIPFYGKAIPL+ IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLIF HSKKKCDELA KL ALG+NAVAY YRGLDVSVI P G+VVVVATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCV QT DFSLDPTFTIET . T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
R SGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCL RLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPA+ I PDREVLYREFDEMEEC 



Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



> □ qi I 5634 2207 |dbj IBAD73981. 1 I polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score - 1212 bits (3135), Expect = 0.0, Method: Composition-based stats. 
Identities = 619/685 (90%), Positives = 657/685 (95%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL GCI+TSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLFGCIVTSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+T+A KGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTR+ADVI PVRRRG 
Sbjct 1087 TKTLAGQKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRYADVI PVRRRG 114 6 
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Query 121 ds r gs 1 1 spr PI SYLKGSSGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

Sb j ct 1147 DSRGSLLSPRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG IGTVLDQAETAGARLVVLATAT P PGS VTVPH PN I EEVALS TGEIPFYGKAI P+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELA KL +LG+NAVAYYRGLDVSVIP GDVVVVATDALMTG+TG 

Sbjct 1387 GGRHLIFCHSKKKCDELAVKLSSLGLNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+Q RGRTG G G+YRFV PGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQLRGRTGSGTTGMYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

R SGMFDSSVLCECYDAGC WYELTPAET+VRLRAY+N PGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RTSGMFDSSVLCECYDAGCTWYELTPAETSVRLRAYLNAPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

I DAHF+SQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 KIDAHFMSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEV TSTWVLVGGVLAALAAYCL+TG VVIVGRV 

Sb j ct 1627 RLGAVQNEVTLTH PI TKFIMACMSADLEVATSTWVLVGGVLAALAAYCLTTGS VVIVGRV 168 6 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAI+PDREVLY++FDEMEEC 
Sbjct 1687 ILSGRPAIVPDREVLYQQFDEMEEC 1711 



> r qi I 3098 64 6 |qb|AAC15728. 1 1 polyprotein [Hepatitis C virus] 
Length=2864 

Score = 1212 bits (3135), Expect = 0.0, Method: Composition-based stats. 
Identities = 621/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGC+ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NG VCWT V YHGAG 
Sbjct 1027 APITAYSQQTRGVLGCVITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVYHGAG 108 6 



Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+ FRAAVCTRGVAKAVDFI PVE++ETTMR 




Sbjct 


1147 


DSRGSLLSPRPVS YLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFI PVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
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Query 241 
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Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 
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SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGS VTVPH PN I EE+ LS GEIPFYGKAIP+E IK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAIPIEAIK 138 6 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG + N A V A Y YRGLDVSVIPPIG D VV VV AT D ALM T G + T G 

GGRHLIFCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPPIGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAW+ELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWHELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaaiaaYCLSTGCVVIVGRV 660 
RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> r qi | 5947 9 | emb 1 CAA4 37 93.il JKl-full [Hepatitis C virus] 
Length=3010 

Score = 1211 bits (3134), Expect =0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 658/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGL GCI+TSLTGRDKNQVEGE Q+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLFGCIVTSLTGRDKNQVEGEAQVVSTATQSFLATCVNGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+ SLTPCT GSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KTLAGPKGP I NQMYTNVDQDLVGWQAPSGAASLTPCTYGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DPNI TGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGVDPNISTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 
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Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLA ATPPGSVTVPHPNIEEVAL TGEI PFYGKAI PLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLAAATPPGSVTVPHPNIEEVALPNTGEI PFYGKAI PLETIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGVNAVAY YRGLDVSVI PTSGDVWVATDALMTG YTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPA T+VRLRAY+NTPGLPVCQ HLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAVTSVRLRAYLNTPGLPVCQVHLEFWESVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 15 67 HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNE I TLT H P VTKY I MTCMSADLE VVT STWv 1 vgg v 1 a a 1 a a YCLS TGC VV I VGRV 660 

RLGAVQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PAI I PDREVLY+EFDEMEEC 
Sbjct 1687 I LSGRPAI I PDREVLYQEFDEMEEC 1711 



> f" gi 1 381087 4 | dbj IBAA20975 . 1 1 precursor polyprotein [Hepatitis C virus] 
Length=118 6 

Score = 1211 bits (3134), Expect = 0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQV+GEVQ++STA Q+ FLATC+NGVCWT VYHGAG 
Sbjct 305 APITAYSQQTRGLLGCIITSLTGRDKNQVDGEVQVLSTATQSFLATCVNGVCWTVYHGAG 364 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RS+TPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 365 S KTLAGPKG PI TQMYTNVDQDLVGWPAPPGARSMTPCTCGSSDLYLVTRHADVI PVRRRG 4 24 

Query 121 dsrgsl IsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG I FRAAVC T RG VAKAV D F I P VE + + E T TM R 
Sb j ct 425 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFI PVESMETTMR 4 84 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 4 85 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 54 4 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGI+PNIRTGVRTITTG PITYSTY KFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 54 5 YMSKAHGIEPNIRTGVRTITTGGPITYSTYCKFLADGGCSGGAYDIIICDECHSTDSTTI 604 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGS+TVPHPNIEEVALS TGEI PFYGKAI P+E IK 
Sbjct 605 LGIGTVLDQAETAGARLVVLATATPPGSITVPHPNIEEVALSNTGEIPFYGKAIPIEAIK 664 

Query 361 GGRHLI FCHSKKKCDELAAKL VALG I NAVAY YRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP G DVVVVAT DALMTG + TG 
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GGRHLI FCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 724 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSR QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRAQRRGRTGRGRSGIYRFVTPGE 784 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 84 4 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 904 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEITLTHP+TK++M CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEITLTHPITKFVMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 964 



> r gi I 3098 653 [qb | AAC15731.il polyprotein [Hepatitis C virus] 
Length=2864 

Score = 1211 bits (3132), Expect = 0.0, Method: Composition-based stats. 
Identities - 621/685 (90%), Positives = 660/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

A ITAY+QQTRG+LGC+ITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTVYHGAG 
Sbjct 1027 AS I TAYSQQTRGVLGC VITSLTGRDKNQVEGEVQVVSTATQS FLAT CI NGVCWT VYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 120 6 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGI DPNIRTGVRTI TTG ITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEI PFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGE I PFYGKAI PI EAIK 138 6 

Query 361 GGRHLI FCHSKKKC DE LAAKL VAL G I N AV A Y YRGLDVSVIPPIG D VV VV AT D ALMT G Y T G 4 20 

GGRHLI FCHSKKKCDELAAKL L G + N A V A Y YRGLDVSVIPPIG D VV VV AT D ALMT G + T G 
Sb j ct 1387 GGRHLI FC H S KKKC D E LAAKL T G L G LN A V A Y YRGLDVSVIPPIG D V V V V AT D ALMT G FT G 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIET I TLPQDAVSrtqrrgrtgrgKPG I YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGIYRFVTPGE 1506 
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Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPA++PDREVLY+EFDEMEEC 




Sbjct 


1687 


I LSGKPAVVPDREVLYQE FDEMEEC 1711 





> IT gjJ 3098 642 |qb| AAC1572 6. 1 1 polyprotein [Hepatitis C virus] 
Length=2864 

Score = 1210 bits (3131), Expect = 0.0, Method: Composition-based stats. 
Identities = 620/685 (90%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRG+LGC+ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NGVCWTV YHGAG 
Sbjct 1027 API TAYSQQTRGVLGC VI TSLTGRDKNQVEGEVQVVSTATQS FLATC I NGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrq 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgsllspr PIS YLKGSSGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR - 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS.VAATLGFGA 24 0 

SPVFTDNSSPP VPQ+ QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTSQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEIPFYGKAI P+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAIPIEAIK 138 6 

Query 361 GGRHLI FC H S KKKC DE L AAKL VALG I N AVA Y Y RG L D VS V I PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIPPIGDVVVVAT DALMTG+TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLTGLGLNAVAYYRGLDVSVIPPIGDVVVVAT DALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
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Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWV VGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEVILTHPITKYIMACMSADLEWTSTWVPVGGVLAALAAYCLTTGSWIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPA++PDREVLY+EFDEMEEC 




Sbjct 


1687 


I LSGKPAVVPDREVLYQEFDEMEEC 1711 





> P qi [ 3098655 I qb [ AAC157 32 . 1 1 polyprotein [Hepatitis C virus] 
Length=28 64 



Score = 1210 bits (3130), Expect = 0.0, Method: Composition-based stats. 
Identities = 620/685 (90%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APIT Y+QQTRG+LGCIITSLTGRDKNQVEGEVQ+VSTA + FLATC I NGVCWT VYHGAG 

Sbjct 1027 APITTYSQQTRGVLGCIITSLTGRDKNQVEGEVQVVSTATHSFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVD DLVGW AP G+RS+TPC+CGSSDLYLVTRHADVI PVRRRG 

Sbjct 1087 SKTLAGPKGPITQMYTNVDLDLVGWQAPPGARSMTPCSCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 

Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHVVGVFRAAVCTRGVAKAVDFIPVESMETTMR 1206 

Query 181 S PVFTDNSS PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLN PS VAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQV H LH A PTGSGKSTKVPAAYAAQGYKVLVLN PS VAATLGFGA 

Sbjct 1207 S PVFTDNSS PPAVPQTFQVVHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 

Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGGSITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE+ LS GEIPFYGKAIP+E IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEIGLSNNGEIPFYGKAIPIEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIPPIGDVVVVATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLTGLGLNA VAYYRGLDVS VI PPIGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV+PGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRSGI YRFVSPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 H I DAH FLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPT PLL Y 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HI DAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLI RLKPTLHGPT PLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+ LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

Sbjct 1627 RLGAVQNEVILTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 
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Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPA++PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAVVPDREVLYQEFDEMEEC 1711 



> r qi 180322850 I qb I ABB52627.il polyprotein [Hepatitis C virus] 
Length=2383 



Score = 1209 bits (3127), Expect = 0.0, Method: Composition-based stats. 
Identities = 620/685 (90%), Positives = 661/685 (96%), Gaps = 0/685 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 




OD] C L 


/JO'S 


Ar 1 lHlbyy 1 KbLLbbl 1 1 bL 1 bKUixNy Vbbb vy V Vb 1 A I yb r LA 1 L ViNbVbW 1 V Y HbAG 


4 oZ 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






++T+A PKGP+IQMYTNVDQDLVGW AP G+RSLTPCTCGSSD YLVTRHADVI PVRRRG 




oDj C L 


A Q "5 
ft O J 


br\ 1 LAbrKbrl 1QM 1 1 N VDUULVbWQAPPbARbL I PCTCGSSDPYLVTRHADVI PVRRRG 


C A O 

542 


Query 


121 


ds r g s 1 1 spr PI S YLKGSSGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






D RGSLLSP+PISYLKGSSGGPLLCP+GHAVGIFRAAVCTRG+AKAVDF+P E +ETTMR 




bDJ C l 




ubKbbLLbPKPlbYLKbbSGGPLLCPSGHAVGI FRAAVCTRGIAKAVDFVPAECMETTMR 


602 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTD+SSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 




ODJ C L 


DU j 


of V c 1 DHbbr r 1 V ryi r yvAHLHAr 1 bbbi\b i KV FAAi AA^b Y KVLVLNrb VAAI Lbr bA 


boZ 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 


300 






YMSKAHG+DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDII+CDECHSTD+T++ 




bD} ct 


£ C "5 


IIYlbi\AnbVUrNlKlbiyiKl 1 1 IbAFI IiblibKr LADbbbbbbAY DI ILCDECHSTDSTTV 


"7 O O 

722 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+EVIK 




oOJ CZ 


/ Z J 


Lblb I VLDQAErAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEI PFYGKAIPIEVIK 


-7 n o 

782 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 


420 






GGRHLIFCHSKKKCDELAAKL LG+NAV YYRGLDVSVIP GDVVV VAT DALMTGYTG 




bDJ ct 


TOO 

/ 0 0 


fTDUT T XTT^ LI O ISIS TS r\ TT 1 T 7\ t\ r/T O Z"' T /^T M7\T7T7VVDPT r~\T 7 O X 7 T nrpfT 1 r\T 7T 71 71 7 7\ rp r\7\ T K/lfT'PUT'P 

bbKHLlr bnb KKrvbUbLAAKLbbLbLNAVV I Y KbLDVbVI PI bbDVVVVAT DALMTGYTG 


842 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTI+T T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 




Sbj ct 


843 


DFDSVI DCNTCVTQTVDFSLDPTFTI DTTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 


902 


Query 


A Q T 
4 0 1 


KPbbMfc ub bVLCELYDAbCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


r /I A 

540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


903 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 


962 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAH LSQTK +G+N PYLVAYQATVCARAQAPPPSWDQMWKCL+RLKPTLHGPTPLLY 




Sbjct 


963 


HIDAHLLSQTKDAGDNYPYLVAYQATVCARAQAPPPSWDQMWKCLMRLKPTLHGPTPLLY 


1022 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 


660 






RLGAVQNE+TLTHP+TKYI+TCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1023 


RLGAVQNEVTLTHP I TKY I I TCMSADLE VVTSTWVLVGGVLAALAAYCLTTGS VVI VGRI 


1082 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSGKPA+IPDREVLY+ FDEMEEC 




Sbjct 


1083 


ILSGKPAVI PDREVLYQAFDEMEEC 1107 





> r qi I 294 3784 |dbj [BAA2507 6. 1 [ polyprotein [Hepatitis C virus] 
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Length=3010 

Score = 1207 bits (3123), Expect =0.0, Method: Composition-based stats. 
Identities = 619/685 (90%), Positives = 658/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NG CWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTAKQSFLATCVNGACWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A+ KGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KTLAAAKGPI TQM YTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VGI FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sb j ct 114 7 DSRGSLLSPRPI SYLKGSSGGPLLCPSGHVVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNS+PP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGY VLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYMVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAET GAR VVLATATPPGS+T PHPNIEEV L+ TGEIPFY K IP+EVI+ 
Sbjct 1327 LGIGTVLDQAETVGARFVVLATATPPGS ITFPHPNIEEVPLANTGEI PFYAKTI PI EVIR 1386 

Query 361 GGRHLIFCHSKKKCDE L AAKL VALG I N AV A Y YRGLDVSVIPPIG D VV WAT D ALMT G Y T G 4 20 

GGRHLI FCHSKKKCDEL AKL ALG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG+ TG 
Sbjct 1387 GGRHLI FCHSKKKCDELPAKLSALGLNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 144 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrt grgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSRTQRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRTQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPS MFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPG.LPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPS AMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAKAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNE+TLTHP+TKYIM CMS ADLE VVT S TWVLVGGVLAALAAYCL+ TG VVIVGR+ 
Sbjct 1627 RLGAVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA+IPDREVLY+EFDEMEEC 
Sbjct 1687 I LSGRPAVI PDREVLYQE FDEMEEC 1711 



> r qi | 81960062 1 sp | Q913D4 | POLG HCVIN Genome polyprotein [Contains: Core protein p21 (Cc 

C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 

(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 

Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 

(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 

Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 

5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)]- 
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qi 1 154 22183 I qb 1AAK95832.1I polyprotein [Hepatitis C virus (isolate India)] 
Length=3011 

Score = 1207 bits (3123), Expect =0.0, Method: Composition-based stats. 
Identities = 623/685 (90%), Positives = 651/685 (95%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI+TSLTGRDKNQVEGE+QIVSTA QTFLATCING CWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIVTSLTGRDKNQVEGEIQIVSTATQTFLATCINGACWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+RTIAS GPV-f +MYTNVDQDLVGWPAPQG+RSLTPCTCG+SDLYLVTRHADVIPVRRRG 
Sbjct 1087 SRTIASASGPVVRMYTNVDQDLVGWPAPQGARSLTPCTCGASDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RGSLLSPRPISYLKGSSGGPLLCP GH GIFRAAVCTRGVAKAVDF+PVE+LETTMR 
Sb j ct 1147 DNRGSLLS PRPIS YLKGSSGGPLLCPMGHVAGI FRAAVCTRGVAKAVDFVPVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPTVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPN+RTGVRTITTGSPITYSTYGKFLADGGC GGAYDI I ICDECHS DATSI 
Sbjct 1267, YMSKAHGIDPNVRTGVRTITTGSPITYSTYGKFLADGGCPGGAYDIIICDECHSVDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAG RL VLATATPPG VTVPH NIEEVALS GE PFYGKAIPL IK 
Sb j ct 1327 LGIGTVLDQAETAGVRLTVLATATPPGLVTVPHSNIEEVALSADGEKPFYGKAI PLNYIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLV LG+NAVA+YRGLDVSVIP G D V V V VAT DALMTG+TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLVGLGVNAVAFYRGLDVSVIPTTGDVVVVAT DALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCV QTVDFSLDP F+IET T+PQDAVSR+QRRGRTGRGK GIYR+V+PGE 
Sbjct 14 47 DFDSVIDCNTCVVQTVDFSLDPIFSIETSTVPQDAVSRSQRRGRTGRGKHGIYRYVSPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDS VLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDS VVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTL G TPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENFPYLVAYQATVCARARAPPPSWDQMWKCLIRLKPTLTGATPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLG+VQNEITLTHP+T+YIM CMSADLEVVTSTWVLVGGVLAALAAYCLSTG VVIVGR+ 
Sb j ct 1627 RLGSVQNEITLTHPITQYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSTGSVVI VGRI 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

+L GKPA+IPDREVLYREFDEMEEC 
Sbjct 1687 ILGGKPAVI PDREVLYREFDEMEEC 1711 



> r qi I 38 4 92205 I qb 1 AAR224 08 . 1 1 polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1204 bits (3114), Expect = 0.0, Method: Composition-based stats. 
Identities = 616/685 (89%), Positives =653/685 (95%), Gaps = 0/685 (0%) 
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Query 1 

Sbjct 1027 

Query 61 

Sbjct 1087 

Query 121 

Sbjct 1147 

Query 181 

Sbjct 1207 

Query 241 

Sbjct 1267 

Query 301 

Sbjct 1327 

Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

LSG+PA+IPDREVLY+EFDEMEEC 

Sbjct 1687 NLSGRPAVI PDREVLYQEFDEMEEC 1711 
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APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 

API TAYSQQT-RGLLGC 1 1 TS LTGRDKNQVEGEVQVVSTATQS FLATCVNGVCWTVYHGAG 1086 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 

SKTLAGPKGPITQMYTNVDQDLVGWRAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

cisrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 

DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHG +PNIRTGVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

YMSKAHGTEPNIRTGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQA+T GARLVVLAT AT P PGS VT VPH PN I EE VALS TGEIPFYGKAIP+E IK 

LGIGTVLDQAKTVGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIETIK 1386 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDVVVVATDALMTG+TG 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T + P RGRTGRG+ G YRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPPRRGIALAGRGRTGRGRGGTYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE++LTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR-f 

RLGAVQNEVSLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



> r qil 306287 [qblAAA4 5721. 1 | putative 
Length=3010 

Score = 1199 bits (3102), Expect = 0.0, Method: Composition-based stats. 
Identities = 619/685 (90%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCINGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
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Sbjct 


1087 


SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


1146 


Query 


121 


cisrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D RGSLL PRP+SYLKGSSGGPLLCP+GHAVGI AAVCTRGVA AV+FI PVE++ETTMR 




Sbjct 


1147 


DGRGSLLPPRPVSYLKGSSGGPLLCPSGHAVGILPAAVCTRGVAiyiAVEFIPVESMETTMR 


1206 


Query 


181 


SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDN SPP VPQ+FQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNPSPPAVPQTFQVAHLHAPTGSGKSTRVPAAYAAQGYKVLVLNPSVAATLGFGA 


1266 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 


300 






YMSKAHGIDPN+RTGVRTITTG+PITYSTYGKFLADGG SGGAYDII+CDECHSTD+T+I 




Sbjct 


1267 


YMSKAHGIDPNLRTGVRTITTGAPITYSTYGKFLADGGGSGGAYDIIMCDECHSTDSTTI 


1326 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






GIGTVLDQAETAGARLVVL+TATPPGSVTVPH NIEEVALS TGEI PFYGKAIP+E IK 




Sbjct 


1327 


YGIGTVLDQAETAGARLVVLSTATPPGSVTVPHLNIEEVALSNTGEIPFYGKAIPIEAIK 


1386 



Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG+ TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqr rgrtgrqKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEF EGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFSEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWD+MW+CLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDEMWRCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNE+TLTHP+TK+IMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sbj ct 1627 RLGAVQNEVTLTHPITKFIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLY+EFDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYQEFDEMEEC 1711 



> [~ qi I 50235322 1 qb | AAT69968 . 1 1 polyprotein [Hepatitis C virus] 
Length=3011 

Score = 1199 bits (3101), Expect =0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 648/685 (94%), Gaps = 0/685 (0%) 



Query 


1 


API T AY AQQT RGLLGC 1 1 T S LTGRDKNQ VEGE VQ I VSTAAQT FLATC I NGVCWT V YHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 




Sbjct 


1027 


API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIAS KGPVI MYTNVDQDL GW APQ SLTP +CGSSDLYLVTRHADVI PV RRG 




Sbjct 


1087 


TRTIASSKGPVILMYTNVDQDLGGWTAPQVLGSLTPWSCGSSDLYLVTRHADVIPVPRRG 


1146 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






++RGSLLSPRPISYLKGSSGGPLLCP GHAVG I FRAAVCTRGVAKAVDF+ PVE+LETTMR 




Sbjct 


1147 


ETRGSLLSPRPISYLKGSSGGPLLCPMGHAVGIFRAAVCTRGVAKAVDFVPVESLETTMR 


1206 
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Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPLTVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGI DPN IRTGVRT I TTGSP IT YSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGC GGAYDI I ICDECHS DATSI 

Sb j ct 1267 YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCPGGAYDI I ICDECHSVDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAG RL VLATATPPGSVTVPH NIEEVALS GEIPFYGKAIPL IK 

Sbjct ■ 1327 LGIGTVLDQAETAGVRLTVLATATPPGSVTVPHSNIEEVALSADGEIPFYGKAI PLNYIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLV G+NAVA+ YRGLDVSVI P G D V V WAT DALMTG + TG 

Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLVGPGVNAVAFYRGLDVSVI PTTGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCV QTVDFSLDP F+IET T+PQDAVSR+QRRGRTGRGK GIYR+V+PGE 

Sbjct 14 47 DFDSVIDCNTCVVQTVDFSLDPIFSIETSTVPQDAVSRSQRRGRTGRGKHGIYRYVSPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDS VLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSGMFDSVVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARA+APPPSWDQMWKCLIRLKPTL G TPLLY 

Sbjct 1567 HIDAHFLSQTKQSGENFPYLVAYQATVCARARAPPPSWDQMWKCLIRLKPTLTGATPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 

RLG+VQNEITLTHP+T+YIM CMSADLEVVTSTWVLVGGVLAALAAYCLSTG VVIVGR+ 

Sb j ct 1627 RLGSVQNEITLTHPITQYIMACMSADLEVVTSTWVLVGGVL7UVLAAYCLSTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+L GKPA+ I PDREVLYREFDEMEEC 
Sbjct 1687 ILGGKPAVI PDREVLYREFDEMEEC 1711 



> C qi | 567060 1 qb I AAA527 4 8 . 1 | polyprotein 
Length=3010 

Score = 1198 bits (3100), Expect =0.0, Method: Composition-based stats. 
Identities = 619/685 (90%), Positives = 659/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAY+QQTRGLLGC 1 1 TSLTGRDKNQVEGEVQ+VSTA Q+ FLAT CI NGVCWT V+HGAG 
Sbjct 1027 AP I TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQVVSTATQS FLATC I NGVCWT VFH GAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrq 120 

+ + T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 S KTLAGPKGPI TQM YTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgs 1 1 spr PISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D RGSLL PRP+SYLKGSSGGPLLCP+GHAVGI AAVCTRGVA AV+FI PVE++ETTMR 
Sbjct 1147 DGRGSLLPPRPVSYLKGSSGGPLLCPSGHAVGILPAAVCTRGVAMAVEFIPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDN SPP VPQ+FQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 S P V FT DN P S P P AV PQT FQ VAH LHAPTGSGKSTRV PAA Y AAQG Y KVL VLN P S VAAT LG FG A 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 
YMSKAHGI DPN+RTGVRT I TTG+ PIT YSTYGKFLADGG SGGAYDII+CDECHSTD+T+I 
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Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


14 47 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



YMSKAHGIDPNLRTGVRTITTGAPITYSTYGKFLADGGGSGGAYDIIMCDECHSTDSTTI 1326 

LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

GIGTVLDQAETAGARLVVL+TATPPGSVTVPH NIEEVALS TGEIPFYGKAIP+E IK 

YGIGTVLDQAETAGARLWLSTATPPGSVTVPHLNIEEVALSNTGEIPFYGKAIPIEAIK 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVWATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVIP GDVVWATDALMTG+TG 

GGRHLI FCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGI YRFVAPGE 480 
DFDSVIDCNTCVTQTVDFSLDPTFTIET T+ PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRAGI YRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEF EGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFSEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+GEN PYLVAYQATVCARAQAPPPSWD+MW+CLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGENFPYLVAYQATVCARAQAPPPSWDEMWRCLIRLKPTLHGPTPLLY 1626 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHP+TK+IMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTLTHPITKFIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 168 6 

VLSGKPAI I PDREVLYREFDEMEEC 685 
+LSGKPAI I PDREVLY+EFDEMEEC 
ILSGKPAIIPDREVLYQEFDEMEEC 1711 



> P qi I 5748511 lemb | CAB53Q95. 1 1 polyprotein [Hepatitis C virus type lb] 
Length=3010 

Score = 1197 bits (3098), Expect = 0.0, Method: Composition-based stats. 
Identities - 627/685 (91%), Positives = 663/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

A ITAY+QQTRGLLGCIITSLTGRD+NQVEGEVQ+VSTA Q+FLATC+NGVCWTVYHGAG 
Sbjct 1027 AH I TAYSQQTRGLLGC 1 1 T S LTGRDRNQVEGE VQMVS TATQS FLATCVNGVCWT V YHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d.srgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DSRGSLLSPRPVSYLKGSSGGPLLCPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLSFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMS KAHG I D PN I RTG VRT TTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTTTTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS+TGE+PFYGKAIP+E IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSSTGEVPFYGKAIPIETIK 1386 
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Query 361 

Sbjct 1387 

Query 421 

Sbjct 1447 

Query 481 

Sbjct 1507 

Query 541 

Sbjct 1567 

Query 601 

Sbjct 1627 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSGKPAI I PDREVLYREFDEMEEC 

Sbjct 1687 VLSGKPAI I PDREVLYREFDEMEEC 1711 



> r qi | 4 37108 1 qb 1 AAA75355 . 1 1 polyprotein 
Length=3010 
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GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVWATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL LG+NAVAYYRGLDVSVI P GDV+VVATDALMTG+TG 

GGRHLIFCHSKKKCDELAAKLSGLGLNAVAYYRGLDVSVIPTSGDVIVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRIGIYRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0. 
RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWESVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+T THP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 

RLGAVQNEVTTTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 



Score - 1197 bits (3098), Expect =0.0, Method: Composition-based stats. 
Identities = 621/685 (90%), Positives = 652/685 (95%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQVVSTATQSFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

++T+A PKGP+ QMYTNVDQDLVGW A G RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWQAAPGMRSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRP-f SYLKGSSGGPLL P+GHAVGIFRAAVCTRGVAKAVDF+PVE++ETTMR 
Sbjct 114 7 DGRGSLLSPRPVSYLKGSSGGPLLWPSGHAVGIFRAAVCTRGVAKAVDFVPVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTG RTITTG+PITYSTYGKF ADGGCSGGAYDI I ICDECHSTD+T+I 
Sbjct 12 67 YMSKAHGTDPNIRTGARTITTGAPITYSTYGKFFADGGCSGGAYDII ICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 % 

LGI GTVLD+AETAGARLVVLATAT PPGS TVPHPNIEEVAL TGEIPFYG+AIP+E IK 
Sbjct 1327 LGIGTVLDRAETAGARLVVLATATPPGSTTVPHPNIEEVALPNTGEIPFYGRAIPIEFIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFC SKKKCDELAAKL ALGINAVAYYRGLDVSVIP GDVVVVATDALMTGYTG 
Sbjct 1387 GGRHLI FCPSKKKCDELAAKLSALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVI DCNTCVTQTVDFSLDPTFTIET I TLPQDAVSrtqrrgrtgrgKPG I YRFVAPGE 4 80 
DFDSVI DCNTCVTQTVDFSLDPTFTIET T+PQDAVSRTQRRGRTGRG+ GIYRFV PGE 
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Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRTQRRGRTGRGRGGIYRFVTPGE 


1506 


yuery 




Kr bbMt UbbvL^LUi UAbUAWihLi PALI rVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWE VFTGL 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWESVFTGLN 


1566 


Query 


DH X 


rtlUAttt bby 1 KybbbNLt'iljVAiyAl VCARAQAPPPSWDQMwKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLI LKP LHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIWLKPVLHGPTPLLY 


1626 


Query 


oU 1 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaa YCLSTGCVVIVGRV 


660 






RLGAVQNEITLTHP+TK IM MSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGAVQNEITLTHPITKLIMASMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








+LSG+PA+IPDREVLYREFDEMEEC 




Sbjct 


1687 


I LSGRPAVI PDREVLYREFDEMEEC 1711 





> C gjj 7 650258 I qb 1 AAF65960 . 1 I polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1195 bits (3092), Expect = 0.0, Method: Composition-based stats. 
Identities = 624/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATCING CWTVYHGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQSFLATCINGACWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ Q+YTNVDQDL+GW AP GSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQIYTNVDQDLLGWQAPPGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 d s r g s 1 1 s pr P I S Y LKG S S GG P LLC PAG H AVG I FRAAVC T RG VAKAVD F I P VEN L ET TMR 180 

D+RGSLLSPRP+SYLKGSSGGPLLCP+GHAVGIFRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DTRGSLLS PRPVS YLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQTFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG DPNIRTG RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T++ 
Sbjct 12 67 YMSKAHGTDPNIRTGTRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTV 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPH NIEEVAL+ TGEIPFYGKAIP++VIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHSNIEEVALTNTGEIPFYGKAIPIDVIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKL ALG+NAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLSALGLNAVAYYRGLDVSVI PT S G D V V WAT DALMT G Y T G 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDS IDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSXIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRGGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 
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Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 


660 






RLG VQNE+TLTHP+TK+IM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 




Sbjct 


1627 


RLGPVQNEVTLTHPITKFIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 


1686 


Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 68 5 








+LSG+PA+I PDREVLYREFDEMEEC 




Sbjct 


1687 


ILSGRPAVI PDREVLYREFDEMEEC 1711 





> r qi I 4 753721 1 emb | CAB4 1951-. 1 1 polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1193 bits (3086), Expect =0.0, Method: Composition-based stats. 
Identities = 625/685 (91%), Positives = 662/685 (96%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 API TAYSQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQVVSTATQS FLATC VNGVCWTVFHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLV+RHADVIPVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVSRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRP+SYLKGSSGGPLLCP+GH GIFRAAVCTRGVAKAVDF+PVE++ETT R 
Sb j ct 114 7 DSRGSLLS PRPVS YLKGSSGGPLLCPSGHVAGI FRAAVCTRGVAKAVDFVPVESMETTTR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 S PVFT DNSS PPAVPQT FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLS FGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHG+DP+IRTG RTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+TSI 
Sbjct 12 67 YMSKAHGVDPSIRTGTRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGEIPFYGKAIP+E 1+ 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEIPFYGKAIPIEAIR 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GG HLI FCHSKKKCDELAA+L + LG+NAVAYYRGLDVSVI P G D V V V VAT DALMTG + T G 
Sbjct 1387 GGGHLIFCHSKKKCDELAAQLSSLGVNAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRGK GIYRFV PGE 
Sbj ct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGKRGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAET+VRLRAY+NTPGLPVCQDHLEFWE VFTGLT 
.Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETSVRLRAYLNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

4 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+TLTHPVTKYIM CMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
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Sbjct 1627 RLGAVQNEVTLTHPVTKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSGKPAI I PDREVLYREFDEMEEC 
Sbjct 1687 ILSGKPAI I PDREVLYREFDEMEEC 1711 



> r qi I 7 650262 | qb I AAF65962 . 1 | polyprotein [Hepatitis C virus] 
Length=3010 

Score = 1193 bits (3086), Expect =0.0, Method: Composition-based stats. 
Identities = 626/685 (91%), Positives = 665/685 (97%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQ+VSTA Q+ FLATC I NGVCWT V+HGAG 
Sbjct 1027 API TAYAQQTRGLLGCIITSLTGRDKNQVEGEVQVVSTATQS FLATC INGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGP+ QMYTNVDQDLVGW AP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 SKTLAGPKGPITQMYTNVDQDLVGWLAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCP+GH VG+FRAAVCTRGVAKAVDFIPVE++ETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPSGHVVGLFRAAVCTRGVAKAVDFIPVEHMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 2 40 

SPVFTDNSSPP VPQ+FQVAHLHAPTGSGKST+VPAAYAAQGYKVLVLNPSVAATL FGA 
Sbjct 1207 SPVFTDNSSPPAVPQAFQVAHLHAPTGSGKSTRVPAAYAAQGYKVLVLNPSVAATLSFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKA+G+DPNIRTG RTITTG+ ITYSTYGKFLADGGCSGGAYDI IICDECHSTD+T+I 
Sbjct 1267 YMSKAYGVDPN I RTGTRT I TTGAS ITYSTYGKFLADGGCSGGAYDI II CDECHSTDSTT I 132 6 

Query 301 LGI GT VLDQAETAGARLVVLATAT PPGS VT VPHPN I EEVALSTTGE I PFYGKAI PLEVI K 360 

LG I GT VLDQAETAGARLVVLATAT PPGS VTV PH P+ 1 EEVALS TGEI PFYGKAI P+EVIK 
Sbjct 1327 LGI GT VLDQAETAGARLVVLATAT PPGS VTVPH PS I EEVALSNTGE I PFYGKAI PI EVI K 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKL +LG+NAVAYYRGLDVS VI P G D V VVVAT DALMT G + T G 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLSSLGMNAVAYYRGLDVSVIPTSGDVVVVAT DALMTGFTG 144 6 . 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTI+T T+ PQDAVSR+QRRGRTGRG+ PGI YRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIDTTTVPQDAVSRSQRRGRTGRGRPGIYRFVTPGE 150 6 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYEL PAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELAPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 54 1 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ+G+N PYLVAYQATVCARAQA PPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 15 67 HIDAHFLSQTKQAGDNFPYLVAYQATVCARAQALPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLG A VQN E I T L T H P VT K Y I M T CM S A DLE V VT S T W v 1 v g g v 1 a a 1 a a Y C L S T G C V V I VG R V 660 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEVTLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVI VGRI 1686 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 
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> r qi| 14 05417 Idbj IBAA09919. 1 1 El and E2/NS1 envelope glycoprotein [Hepatitis C virus] 
Length=3010 

Score = 1191 bits (3080), Expect = 0.0, Method: Composition-based stats. 
Identities = 614/685 (89%), Positives = 653/685 (95%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATC I NGVCWT VYHGAG 60 

APITAY+QQTRGLLGCIITSLTGRDKNQVEGEVQ VSTA Q+FLATC+NGVCWTV+HGAG 
Sbjct 1027 APITAYSQQTRGLLGCIITSLTGRDKNQVEGEVQEVSTATQSFLATCVNGVCWTVFHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVr rrg 120 

++ + PKGP+ QMYT+VDQDLVGW G+RSLTP TCGSS LYLVTR+ADVI PVRR G 
Sbjct 1087 SKILVGPKGPITQMYTSVDQDLVGWWERPGARSLTPGTCGSSVLYLVTRNADVIPVRRGG 114 6 

Query 121 ds r gs 1 1 s pr P I S YLKGS SGGPLLC PAGHAVG I FRAAVCTRGVAKAVDFI P VENLETTMR 180 

D RGSLLSP+P+SYLKGSSGGPLLCP+GHAVG I FRAAVCTRGVAKAVDFI PVE++ETTMR 
Sbjct 114 7 DGRGSLLS PKPVSYLKGSSGGPLLCPSGHAVGI FRAAVCTRGVAKAVDFI PVESMETTMR 1206 

Query 181 SPVFTDNSSPPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

S VFTDNSSPP VPQ+FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SLVFTDNSSPPAVPQAFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHG DPNIRTG+RTITTG+PITYSTYGKFLADGGCSGGAYDII ICDECHSTD+T+I 
Sbjct 1267 YMSKAHGTDPNIRTGIRTITTGAPITYSTYGKFLADGGCSGGAYDII ICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALS TGE+PFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSNTGEVPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKL LGINAVAYYRGLDVS VI P G DVVV VAT DALMT G + TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLSTLGINAVAYYRGLDVS VI PASGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYRFV PGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTVPQDAVSRSQRRGRTGRGRRGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RP GMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPG VCQD+LEFWE VFTGLT 
Sbjct 1507 RPLGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGFAVCQDYLEFWEDVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HI++HFLSQTKQ+G+N PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIESHFLSQTKQAGDNFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCL+TG VVIVGR+ 
Sb j ct 1627 RLGAVQNEITLTHPITKYIMTCMSADLEVVTSTWVLVGGVLAALAAYCLTTGSVVIVGRI 168 6 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

+LSG+PA++PDREVLYREFDEMEEC 
Sbjct 1687 ILSGRPAVVPDREVLYREFDEMEEC 1711 



> r gi I 67 81084 6 [qb | AAY82011 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1174 bits (3037), Expect =0.0, Method: Composition-based stats. 
Identities = 606/618 (98%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 
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Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI . 
Sbjct 12 67 YMSKAHG I DPN I RTGVRTITTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTV HPNIEEVALSTTGEI PFYGKAI PLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEI PFYGKAI PLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP G D V V V VAT DALMT G + T G 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 15 66 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 15 67 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEI TLTHPVTKY 618 

RLGAVQNE+TLTHP+TKY 
Sbjct 1627 RLGAVQNEVTLTHPITKY 164 4 



> T qil 67810857 [qb 1AAY82016.11 polyprotein [Hepatitis C virus] 
Length=1646 

Score = 1172 bits (3033), Expect = 0.0, Method: Composition-based stats. 
Identities = 607/618 (98%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1029 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 1088 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWP PQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sb j ct 1089 TRTI AS PKGPVIQMYTNVDQDLVGWPTPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 1148 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
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DSRGSLLSPRPIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE+LETTMR 
Sbjct 114 9 DSRGSLLSPRPIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1208 



Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1209 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 68 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 1269 YMSKAHG I DPN I RTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 1328 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAE+AGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

Sb j ct 1329 LGIGTVLDQAESAGARLVVLATATPPGSVTVPHPNI EEVALSTTGEI PFYGKAI PLEAIK 1388 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP G D VV WAT DALMTG YTG 

Sbjct 1389 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 8 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

Sbjct 144 9 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1508 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1509 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1568 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1569 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1628 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE+TLTHPVTKY 
Sbjct 162 9 RLGAVQNEVTLTHPVTKY 164 6 



> F qi 1 6781084 9 I qb 1 AAY82012 . 1 1 polyprotein [Hepatitis C virus] 
Length=164 4 

Score = 1172 bits (3032), Expect = 0.0, Method: Composition-based stats. 
Identities = 605/618 (97%), Positives = 612/618 (99%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWT VYHGAG 
Sbjct 1027 API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE+LETTMR 
Sbjct 114 7 DGRGSLLS PRPIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHG I DPN I RTGVRT I TTGS PIT YSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

YMS+AHG+ DPN I RTGVRT I TTGS P IT YSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 
Sbjct 1267 YMSRAHGVDPN I RTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 1326 
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Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP G D V V V V AT D ALMT G + T G 

Sbjct 1387 GG RH L I FC H S KKKC D E LAAKL AALG I N AV A Y YRGLDVSVIPTSG D V VV VAT DALMT G FT G 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQ+AVSRTQRRGRTGRGKPGIYRFVAPGE 

Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQEAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct . 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNE I TLTH PVTKY 618 

RLGAVQNE+TLTHPVTKY 
Sbjct 1627 RLGAVQNEVTLTHPVTKY 1644 



> r gi I 67810875 | qb| AAY82024 . 1 1 polyprotein [Hepatitis C virus] 

qi I 6781087 3 1 qb I AAY82023 . 1 1 polyprotein [Hepatitis C virus] 
Length-164 6 

Score = 1171 bits (3030), Expect = 0.0, Method: Composition-based stats. 
Identities - 607/618 (98%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API TAYAQQTRGLLGC 1 I TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWT VYHGAG 
Sbjct 1029 API TAYAQQTRGLLGC I I TSLTGRDKNQVEGEVQI VSTAAQT FLATC INGVCWTVYHGAG 1088 



Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 108 9 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 8 

Query 121 ds rgs 1 Ispr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 

Sbjct 114 9 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 1208 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1209 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1268 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPN+RTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 1269 YMSKAHGIDPNLRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1328 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

Sb j ct 1329 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNI EEVALSTTGEI PFYGKAI PLEAIK 1388 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VIP G D VV V V AT D ALMTG Y TG 

Sbjct 138 9 GGRHLI FCHSKKKCDELAAKL VALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 8 
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Query 


A O 1 

421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 




Sbjct 


1449 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 


1508 


Query 


4 81 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYE TPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


1509 


RPSGMFDSSVLCECYDAGCAWYEPTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


1568 


Query 


C A T 
541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






H I DAH FLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1569 


HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1628 


Query 


601 


RLGAVQNEITLTHPVTKY 618 








RLGAVQNE+TLTHPVTKY 




Sbjct 


1629 


RLGAVQNEVTLTHPVTKY 164 6 





> r qi I 678108 66 | qb I AAY82Q20 . 1 1 polyprotein [Hepatitis C virus] 
Length=1646 

Score = 1171 bits (3029), Expect = 0.0, Method: Composition-based stats. 
Identities = 607/618 (98%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1029 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1088 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 108 9 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 8 

Query 121 ds rqs 1 1 spr PI SYLKGSSGGPLL£PAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sbjct 114 9 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 1208 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1209 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1268 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDEC STDATSI 
Sbjct 1269 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECRSTDATSI 1328 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAE+AGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 1329 LGIGTVLDQAESAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 1388 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VI PPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP G D V V V V AT DALMT G Y T G 
Sbjct 138 9 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVS VI PTSGDVVVVAT DALMTGYTG 14 4 8 

Query 421 DFDS VI DCNTCVTQTVDFSLDPT FT IET I TLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbj ct 14 4 9 DFDSVI DCNTCVTQTVDFSLDPT FT I ETTTLPQDAVSRTQRRGRTGRGKPG I YRFVAPGE 1508 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1509 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1568 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HI DAH FLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
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Sbjct 1569 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1628 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE +TLTHPVTKY 
Sbjct 1629 RLGAVQNE VTLTHPVTKY 164 6 



>C qi I 6781087 9 I qb 1AAY8202 6.11 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1170 bits (3027), Expect =0.0, Method: Composition-based stats. 
Identities = 606/618 (98%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sb j ct 1207 S PVFTDNS S PPAVPQS FQVAHLHAPTGSGKSTKVPAAYAAQG YKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEE ALSTTGEI PFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEAALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVA+GINAVAYYRGLDVSVIP G D V V V VAT DALMT G Y T G 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLVAMGINAVAYYRGLDVS VI PTSGDVVVVAT DALMT GYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrqKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFT I ETTTLPQDAVSRTQRRGRTGRGKPG I YRFVAPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbj ct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE+TLTHP+TKY 
Sbjct 1627 RLGAVQNEVTLTHPITKY 1644 



> r qi I 67810877 [qb | AAY82025. 11 polyprotein [Hepatitis C virus] 
Length=1644 
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Score = 1170 bits (3027), Expect = 0.0, Method: Composition-based stats. 
Identities = 606/618 (98%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAYAQQTRGLLGC 1 1 T LTGRDKNQVEGEVQI VSTAAQT FLATC I NGVCWTV YHGAG 
Sbjct 1027 AP I TAYAQQTRGLLGC 1 1 TGLTGRDKNQVEGEVQI VSTAAQT FLATC I NGVCWTV YHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 d.s rgs 11 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG'IFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sbjct 1147 DSRGSLLSPRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GTVLDQAETAGARLVVLATAT PPGS VTVPH PN I EEVALSTTGEI PFYGKAI PLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVA+GINAVAYYRGLDVS VI P G DV V VV AT DALMTG Y TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAAKLVAMGINAVAYYRGLDVSVI PTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sb j ct 14 4 7 DFDSVI DCNTCVTQTVDFSLDPTFTI ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNE I TLTH PVTKY 618 

RLGAVQNE+TLTHP+TKY 
Sbjct 1627 RLGAVQNEVTLTHPITKY 164 4 



> C qi I 678108 4 2 | qb ] AAY82009 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1170 bits (3027), Expect = 0.0, Method: Composition-based stats. 
Identities = 605/618 (97%), Positives = 610/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAYAQQTRGLLGC I I TSLTGRDKNQVEGEVQI VSTAAQT FLATCINGVCWTVYHGAG 
Sb j ct 1027 AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGS DLYLVTRHADVI PVRRRG 
Sbjct 1087 TRT IAS PKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSPDLYLVTRHADVI PVRRRG 114 6 
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Query 121 ds rqs 1 1 spr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 

Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII+CDECHSTDATSI 

Sbjct 12 67 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIVCDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLEVIK 360 

LG I GT VLDQAETAGARLVVLATAT PPGS VT V HPNIEEVALSTTGEIPFYGKAIPLE IK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 

Sbjct 1387 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 6 

Query 421 . DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 

Sb j ct 14 47 DFDSVI DCNTCVTQTVDFSLDPTFTI ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE+TLTHP+TKY 
Sbjct 1627 RLGAVQNEVTLTH PI TKY 1644 



> r qi| 678 10859 | qb | AAY82017.il polyprotein [Hepatitis C virus] 
Length=164 6 

Score = 1170 bits (3026), Expect = 0.0, Method: Composition-based stats. 
Identities = 606/618 (98%), Positives = 610/618 (98%), Gaps = 0/618 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWP PQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRPI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE+LETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQS QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
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YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1328 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAE+AGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
LGIGTVLDQAESAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 1388 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PTSGDVWVATDALMTGYTG 14 4 8 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPG I YRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1508 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1568 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1628 

RLGAVQNEITLTHPVTKY 618 
RLGAVQNE+TLTHPVTKY 



> r qi I 67810855 | qb | AAY82015 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1169 bits (3023), Expect =0.0, Method: Composition-based stats. 
Identities = 604/618 (97%), Positives = 610/618 (98%), Gaps = 0/618 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108( 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 i 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 120C 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 126* 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMS+AHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP GDVVVVATDALMTG+TG 
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Query 
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DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 
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HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
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1567 
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RLGAVQNE+TLTHPVTKY 
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1627 


RLG A VQN E VT LT H P VT K Y 164 4 





> C qi I 67810853 | qblAAY82014 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1169 bits (3023), Expect =0.0, Method: Composition-based stats. 
Identities = 604/618 (97%), Positives = 610/618 (98%), Gaps = 0/618 (0%) 

APITAYAQQTRGLLGCIITSIiTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
API T AYAQQTRGLLGC I ITS LTGRDKNQVEGE VQ I VSTAAQT FLATC I NG VCWT V YHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 ( 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



d s r g s 1 1 s p r P I S Y L KG S S G G P L LC P AG H A V GIF RAA VC T RG V AKA V DFIPVENLETTMR 180 
D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFIPVE+LETTMR 



S PVFTDNS S PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLG FGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMS+AHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP G D VV V VAT DALMT G + T G 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 • 


Sbjct 


1507 


Query 


541 
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HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNE I TLTH PVTKY 618 

RLGAVQNE+TLTHPVTKY 
Sbjct 1627 RLGAVQNE VTLTH PVTKY 164 4 



> \Z qi 1 678108 68 [qb | AAY82021. 1 1 polyprotein [Hepatitis C virus] 
Length=1646 

Score = 1168 bits (3021), Expect =0.0, Method: Composition-based stats. 
Identities = 606/618 (98%), Positives = 610/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATC ING VCWT VYHGAG 
Sbjct 1029 AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATC I NG VCWT VYHGAG 1088 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 108 9 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 8 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sbjct 114 9 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 1208 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1209 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 68 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 69 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1328 

Query 301 LG I GTVL DQAET AGARLVVLATAT P PGS VT VPH PN I EE VALS T TGE I PFYGKAI PLEV I K 360 

LGIGTVLDQAE+AGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 1329 LGIGTVLDQAESAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 1388 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVVATDAL TGYTG 
Sbjct 138 9 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALTTGYTG 14 4 8 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrt grgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 4 9 DFDSVI DCNTCVTQTVDFSLDPT FT I ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1508 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFW GVFTGLT 
Sbjct 1509 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWVGVFTGLT 1568 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1569 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1628 

Query 601 RLGAVQNE I TLTH PVTKY 618 

RLGAVQNE+TLTHPVTKY 
Sbjct 1629 RLGAVQNEVTLTHPVTKY 164 6 



> r qi | 67810883 |qb | AAY82028.il polyprotein [Hepatitis C virus] 
Length=1644 
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Score = 1167 bits (3020), Expect =0.0, Method: Composition-based stats. 
Identities = 605/618 (97%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKG PVIQMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j Ct 1087 TRTI AS PKGPVIQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 ds rgsllspr PIS YLKGSSGGPLLC PAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sbjct 1147 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 66 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 1326 

Query .301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVA+G+NAVAYYRGLDVSVI P GDVVVVAT DALMTGYTG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAAKLVAMGVNAVAYYRGLDVSVI PTSGDVVVVAT DALMTGYTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 47 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 481 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQA PPSWDQMWKCLIRLKPTLHGPTPLLY 
Sb j Ct 1567 HI DAHFLSQTKQSGENLPYLVAYQATVCARAQALPPSWDQMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE+TLTHP+TKY 
Sbjct 1627 RLGAVQNEVTLTHPITKY 1644 



> r qi I 28 921568 |ref INP 80314 4 . 1 1 Ei NS3 protease/helicase ' [Hepatitis C virus] 
Length=631 

Score = 1167 bits (3019), Expect = 0.0, Method: Composition-based stats. 
Identities = 618/631 (97%), Positives = 624/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTA QT FLATC I NGVCWT V YHGAG 
Sbjct 1 AP I TAYAQQT RGLLGC 1 1 T SLTGRDKNQVEGEVQI VSTATQT FLATC I NGVCWT V YHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRT IAS PKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 
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Sbjct 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 


120 


Ouerv 


121 


ds rgsllspr PIS YLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG+FRAAVCTRGVAKAVDFIPVENLETTMR 




Sbjct 


121 


DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGLFRAAVCTRGVAKAVDFI PVENLETTMR 


180 


Ouerv 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181- 


SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 


300 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LG I GT VLDQAETAGARLVVLATAT PPGS VTV HPNIEEVALSTTGEI PFYGKAI PLEVIK 




Sbjct 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIP GDVVVV+TDALMTG+TG 




Sbjct 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVSTDALMTGFTG 


420 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 




Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 


480 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQiyiWKCLIRLKPTLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


r c\ c\ 

600 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 








RLGAVQNE+TLTHP+TKYIMTCMSADLEVVT 




Sbjct 


601 


RLGAVQNEVTLTHPITKYIMTCMSADLEVVT 631 




>Tqii 


67810881 |qb| AAY82027.il polyprotein [Hepatitis C virus] 




Length^ 


= 1644 






Score 


= 1167 bits (3019), Expect = 0.0, Method: Composition-based stats 




Identities 


= 605/618 (97%), Positives = 611/618 (98%), Gaps = 0/618 (0%) 




Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAA+TFLATCINGVCWTVYHGAG 




Sbjct 


1027 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAARTFLATCINGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIASPKGPVIQMYTNVDQDLVGWPAP G+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


1087 


TRTIASPKGPVIQMYTNVDQDLVGWPAPPGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


114 6 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFI PVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 




Sbjct 


1147 


DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


1266 
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RID=1 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 
Sbjct 1267 YMSKAHGIDPN I RTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 1326 

Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKLVA+GINAVAYYRGLDVSVI P G DWVVAT DALMTG YTG 
Sbjct 1387 GGRHLI FC H S KKKC DE LAAKLV AMG I NAVAYYRGLDVSV I PTSG DWVVAT DALMTG YTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPG I YRFVAPGE 
Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPG I YRFVAPGE 1506 

Query 4&1 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQA PPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQALPPSWDQMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE+TLTHP+TKY 
Sbjct 1627 RLGAVQNE VTLTH P I TKY 164 4 
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> C qi I 67 810887 | qb | AAY82030 . 1 I polyprotein [Hepatitis C virus] 
Length=164 4 

Score = 1167 bits (3018), Expect =0.0, Method: Composition-based stats. 
Identities = 602/618 (97%), Positives = 607/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEV IVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVHIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKG PVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRT I AS PKG PVIQMYTNVD+ DLVGWPAPQGSRSLTPCTCGS S DLYLVTRHADVI PVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDKDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSR SLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sbjct 114 7 DSRSSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMS KAHG I DPN I RTGVRTITTGSP IT YSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGS ITYSTYGKFLADGGCSGGAYDI I ICDECHS DATSI 
Sbjct 1267 YMSKAHGI DPNIRTGVRTITTGSS ITYSTYGKFLADGGCSGGAYDI I ICDECHS VDATS I 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELA+KLVALGINAVAYYRG+DVSVIP GDVV WAT DALMTG YTG 
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Sbj ct 


1387 


Query 


421 


So J Ct 


14 4 7 


Query 


4 81 


Sbjct 


1507 


Query 


541 


Sbj ct 


1567 


Query 


601 


Sbjct 


1627 
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DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 156( 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 



RLGAVQNE I TLT H PVT KY 618 
RLGAVQNE+ LTHP+TKY 



> n qi i 6781084 4 | qb | AAY8201Q . 1 1 polyprotein [Hepatitis C virus] 
Length-1644 

Score = 1166 bits (3016), Expect = 0.0, Method: Composition-based stats. 
Identities = 602/618 (97%), Positives = 607/618 (98%), Gaps = 0/618 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266. 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII+CDECHSTDATSI 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIVCDECHSTDATSI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTV D E AGARLVVLATATPPGSVTV HPNIEEVALSTTGEIPFYGKAIPLE IK 
LGIGTVFDPPENAGARLVVLATATPPGSVTVSHPNIEEVALSTTGEIPFYGKAIPLEAIK 138 6 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGYTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1566 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbj ct 


1 f\ O 1 

1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct. 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 
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Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1626 


Query 


601 


RLGAVQNEITLTHPVTKY 618 








RLGAVQNE+TLTHP+TKY 




Sbjct 


1627 


RLGAVQNEVTLTHPITKY 164 4 





> r qi I 67810870 [qb I AAY82022. 1| polyprotein [Hepatitis C virus] 
Length=1646 

Score = 1165 bits (3013), Expect =0.0, Method: Composition-based stats. 
Identities = 604/618 (97%), Positives = 608/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 102 9 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1088 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLYTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 1089 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 8 

Query 121 dsrgslisprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sbjct 114 9 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVESLETTMR 1208 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1209 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 12 68 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 
Sbjct 12 69 YMSKAHGIDPNIRTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 1328 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAE+AGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 1329 LGIGTVLDQAESAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 1388 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P GDVVVVATDALMTGYTG 
Sb j ct 138 9 GGRHLI FC H S KKKC DE LAAKLVALG I N AVA Y YRG LD VS V I PTSGDVVVVATDALMTGYTG 14 4 8 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtqrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET QDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 14 4 9 DFDSVIDCNTCVTQTVDFSLDPTFTIETTNASQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1508 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1509 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1568 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 1569 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1628 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQN +TLTHPVTKY 
Sbjct 1629 RLGAVQNGVTLTH PVTKY 164 6 



> r gi I 67810851 1 qb | AAY82013 . 1 I polyprotein [Hepatitis C virus] 
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Length=1644 

Score = 1165 bits (3013), Expect =0.0, Method: Composition-based stats. 
Identities = 603/618 (97%), Positives = 609/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sb j ct 1087 TRTIAS PKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 
Sb j ct 1147 DGRGSLLSPRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

Query • 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMS+AHG+DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 12 67 YMSRAHGVDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 132 6 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETA ARLVVLATATPPGSVTVPHPNIEEVA STTGEI PFYGKAI PLEVIK 
Sbjct 1327 LGIGTVLDQAETAWARLVVLATATPPGSVTVPHPNIEEVAPSTTGEI PFYGKAI PLEVIK 138 6 

Query 361 GGRHL I FCHSKKKCDELAAKLVALG I NAVAY YRGLDVS VI PP I GDVVVVAT DALMTG YTG 4 20 

GGRHLIFCHSKKKCDELAAKL ALGINAVAYYRGLDVSVIP GDVVVVAT DALMTG+TG 
Sbjct 1387 GGRHLIFCHSKKKCDELAAKLAALGINAVAYYRGLDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrt grgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
Sbjct 1447 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPT LLY 
Sbjct 1567 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTLLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKY 618 

RLGAVQNE+TLTHPVTKY 
Sbjct 1627 RLGAVQNEVTLTHPVTKY 164 4 



> r qi I 678108 96 | qb I AAY82034 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1164 bits (3010), Expect = 0.0, Method: Composition-based stats. 
Identities = 602/618 (97%), Positives = 608/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1027 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
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TRTIASPKGPVIQMYTNVD+DLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 1087 TRTIASPKGPVIQMYTNVDKDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
Sb j ct 114 7 DSRGSLLS PRPI S YLKGSSGGPLLC PAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 1206 



Query 181 S PVFT DNS S PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQG YKVLVLNPS VAATLGFGA 24 0 

SPVFTDNSSPP VPQS FQVAHLHAPTGSGKSTKVPAAYAAQG YKVLVLNPS VAATLGFGA 

Sbjct 1207 S P V FT DN S S P PAV PQS FQ VAH L HAPTGSGKSTKV P AA Y AAQG YKVL VLN P S VAAT LG FG A 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGS ITYSTYGKFLADGGCSGGAYDIIICDECHS DATSI 

Sbjct 1267 YMSKAHGIDPNIRTGVRTITTGSSITYSTYGKFLADGGCSGGAYDIIICDECHSVDATSI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 

Sbjct 1327 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

Query 361 GG RH L I FC H S KKKC DE LAAKL VALG I N A V A Y YRGLDVSVIPPIG D V VV VAT D ALMTG YTG 420 

GGRHL I FC H S KKKC DE LA+ KL V LG I NAVAY YRG+ DVS VI P GDVVVVAT DALMTG+TG 

Sbjct 1387 GGRHLIFCHSKKKCDELASKLVTLGINAVAYYRGIDVSVIPTSGDVVVVATDALMTGFTG 14 4 6 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 

Sbjct 14 4 7 DFDSVIDCNTCVTQTVDFSLDPT FT I ETTTLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1507 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 15 66 



Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLQGPTPLLY 


1626 


Query 


601 


RLGAVQNE ITLTH PVTKY 618 








RLGAVQNE+ LTHP+TKY 




Sbjct 


1627 


RLGAVQNEVILTHPITKY 164 4 





> r qi | 67 8108 61 |qb| AAY82018. 1 | polyprotein [Hepatitis C virus] 
Length=1646 

Score = 1163 bits (3009), Expect = 0.0, Method: Composition-based stats. 
Identities = 604/618 (97%), Positives = 608/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1029 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 1088 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRT I AS PKGPVIQMYTNVDQDLVGWP PQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sb j ct 108 9 TRTIASPKGPVIQMYTNVDQDLVGWPTPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 114 8 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLS PRPI S YLKGSSGGPLLC PAGHAVGI FRAAVCTRGVAKAVDFI PVE+LETTMR 
Sbjct 114 9 DSRGSLLS PRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVESLETTMR 1208 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 240 

SPVFTDNSSPP VPQS FQVAHLHAPTGSGKSTKVPAAYAAQG YKVLVLNPS VAATLGFGA 
Sbjct 1209 SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1268 
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Query 24 1 YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

YMSKA GIDPN I RTGVRTITTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 

Sbjct 12 69 YMSKARGIDPN I RTGVRTITTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 1328 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAE+AGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

Sbjct 1329 LGIGTVLDQAESAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 1388 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI P G DVVVVAT DALMTG YTG 

Sb j ct 1389 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PTSG DVVVVAT DALMTG YTG 14 4 8 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 

Sbjct 14 4 9 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1508 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDS VLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sbjct 1509 RPSGMFDS PVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1568 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 1569 HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 1628 

Query 601 RLGAVQNE I TLTH PVTK Y 618 

RLGAVQNE+T THPVTKY 
Sbjct 1629 RLGAVQNEVTPTHPVTKY 1646 



> r qi I 678108 94 | qb I AAY82033 . 1 | polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1162 bits (3007), Expect =0.0, Method: Composition-based stats. 
Identities = 601/618 (97%), Positives = 608/618 (98%), Gaps = 0/618 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVD+DLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TRTIASPKGPVIQMYTNVDKDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGI DPNIRTGVRTITTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 
YMSKAHGI DPNI RTGVRTITTGS ITYSTYGKFLADGGCSGGAYDI I ICDECHS DATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


' 1267 


Query 


301 


Sbjct 


1327 


Query 


361 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 



Page 195 of 235 



GGRHLI FCHSK+KCDELA+KLV LGINAVAYYRG+DVSVIP GDVVWATDALMTG+TG 



Sbjct 


1387 


GGRHLI FCHSKRKCDELASKLVTLGINAVAYYRGIDVSVIPTSGDVVWATDALMTGFTG 


1446 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 




Sbjct 


1447 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 


1506 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


1507 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


1566 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 




Sbjct 


1567 


HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLQGPTPLLY 


1626 


Query 


601 


RLGAVQNE I TLTH PVTKY 618 








RLGAVQNE+ LTHP+TKY 




Sbjct 


1627 


RLGAVQNEVILTHPITKY 164 4 





> r qi I 67 810864 | qb | AAY82019 . 1 1 polyprotein [Hepatitis C virus] 
Length=164 6 

Score = 1162 bits (3007), Expect = 0.0, Method: Composition-based stats. 
Identities = 603/618 (97%), Positives = 608/618 (98%), Gaps = 0/618 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 



ds rg s 1 1 spr P I S YLKGS SGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLC AG H A VG I FRAAVCTRGVAKAVDFI PVE+LETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VPQ FQVAHLHAPTG+GKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDLIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAE+AGARLVVLATATPPGSVTVPH NIEEVALSTTGEI PFYGKAIPLE IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAY YRGLDVS VI PPIGDVVVVATDALMTGYTG 420 
GGRHLI FC S KKKCDELAAKLVALG I NAVAY YRGLDVS VI P GDVVVVATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



Query 


1 


Sbjct 


1029 


Query 


61 


Sbjct 


1089 


Query 


121 


Sbjct 


1149 


Query 


181 


Sbjct 


1209 


Query 


241 


Sbjct 


1269 


Query 


301 


Sbjct 


1329 


Query 


361 


Sbjct 


1389 


Query 


421 


Sbjct 


1449 


Query 


481 


Sbjct 


1509 
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Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


1569 


HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


1628 


Query 


601 


RLGAVQNE I TLTH PVTKY 618 








RLGAVQNE+TLTHPVTKY 




Sbjct 


1629 


RLGAVQNEVTLTH PVTKY 164 6 





> T qi 1 68012750 I qb | AAY84 771. 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1161 bits (3004), Expect = 0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives - 622/631 (98%), Gaps = 0/631 (0%) 



Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

Sbjct 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Sbjct 61 TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

Query 121 dsrgsilsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFI PVE LETTMR 

Sb j ct 121 DSRGSLLSPRPIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 181 SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 

Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP G D VVVVAT DALMT G + T G 

Sb j ct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PAS G DVVVVAT DALMT G FTG 4 20 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRG+TGRGKPGI YRFV PGE 

Sb j ct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGKTGRGKPGI YRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sb j ct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 



Query 601 RLGAVQNE I TLTH PVTKY I MTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNE I TLTHP I TKYIMTCMSADLEVVT 631 
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>,r qi|68012736|qb|AAY84 7 64.1| nonstructural protein 3 [Hepatitis C virus] 
qi | 68012730 I qb I AAY84761 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
qi | 68012720 I qb I AAY84 756 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
qi | 68012702 | qb I AAY84 747 . 1 | nonstructural protein 3 [Hepatitis C virus] 

Length=631 

Score = 1161 bits (3004), Expect = 0.0, Method: Composition-based stats. 
Identities = 615/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 
TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 

Query 121 ds rgs 1 lspr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 
D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE LETTMR 
Sbjct 121 DGRGSLLSPRPIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVEGLETTMR 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 181 SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNI EEVALSTTGEI PFYGKAI PLEVI K 
LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 
Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 
GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVI P GDVVVVATDALMTG+TG 
Sbjct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVIPASGDVVVVATDALMTGFTG 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sb j ct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> r qi I 678108 98 |qb| AAY82035. 1 I polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1161 bits (3003), Expect =0.0, Method: Composition-based stats. 
Identities = 601/618 (97%), Positives = 607/618 (98%), Gaps = 0/618 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
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Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 



API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGE VQ I VST AAQT FLATC I NG VCWT V YHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 108 6 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIASPKGPVIQMYTNVD+DLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TRTIASPKGPVIQMYTNVDKDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 114 6 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 1206 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

PVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
PPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGS ITYSTYGKFLADGGCSGGAYDIIICDECHS DATSI 
YMSKAHGIDPNIRTGVRTITTGSSITYSTYGKFLADGGCSGGAYDIIICDECHSVDATSI 132 6 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 138 6 

GG RH L I FC H S KKKC DE L AAKL VALG I N A VA Y YRGLDVSVIPPIG D V V VV AT D ALMT G YT G 4 20 
GGRHLIFCHSKKKCDELA+KLV LGINAVAYYRG+DVSVI P G D V V V V AT D ALMT G + T G 
GGRHLI FCHSKKKCDELASKLVTLGINAVAYYRGI DVSVI PTSGDVVVVATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 
DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVAPGE 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HI DAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 
HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLQGPTPLLY 1626 

RLGAVQNE I TLTH P VT KY 618 
RLGAVQNE+ LTHP+TKY 
RLGAVQNE V ILTHPITKY 1644 



> fl qi | 678108 92 | qb 1 AAY82032 . 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1161 bits (3003), Expect = 0.0, Method: Composition-based stats. 
Identities = 600/618 (97%), Positives = 607/618 (98%), Gaps = 0/618 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 




Sbjct 


1027 


AP I TAYAQQTRGLLGC I I TSLTGRDKNQVEGE VQIVSTAAQT FLATC INGVCWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIASPKGPVIQMYTNVD+DLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


1087 


TRT I AS PKG PVIQM YTNVDKDLVGWPAPQGS RSLT PCTCGS S DLYLVTRHADVI PVRRRG 


1146 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVG FRAAVCTRGVAKAVDFI PVENLETTMR 




Sbjct 


1147 


DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGTFRAAVCTRGVAKAVDFIPVENLETTMR 


1206 
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Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGS ITYSTYGKFLADGGCSGGAYDIIICDECHS DATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSK+KCDELA+KLV LGINAVAYYRG+DVSVI P G D VVV VAT DALMT G + TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 



RLGAVQNEITLTHPVTKY 618 
RLGAVQNE+ LTHP+TKY 



> tZ qi 1 68012718 | qb | AAY84 7 55 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
qi 1 68012716 | qb| AAY84 754 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
qi | 68012700 | qb I AAY84 74 6 . 1 | nonstructural protein 3 [Hepatitis C virus] 

Length=631 

Score = 1161 bits (3003), Expect =0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives - 621/631 (98%), Gaps = 0/631 (0%) 



Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGE+QI VSTAAQTFLATCINGVCWTVYHGAG 
Sb j ct 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEIQI VSTAAQTFLATCINGVCWTVYHGAG 60 



Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


61 


TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


120 


Query 


121 


dsrgsl IsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 




Sbjct 


. 121 


DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 


180 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 
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Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 

Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVWATDALMTG+TG 

Sb j ct 361 GGRHLI FC H S KKKC DE L AAKL V AL G VN AV A Y Y RG L D V S V I P AS G D V V V V AT D ALMT G FT G 420 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 

Sbjct 421 DFDSVI DCNTCVTQTVDFSLDPTFTIETTTL'PQDAVSRTQRRGRTGRGKPGI YRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



>r qi\ 68012706 Iqb IAAY84 74 9.il nonstructural protein 3 [Hepatitis C virus] 

qil 68012704 | qb 1 AAY8474 8 . 1 | nonstructural protein 3 [Hepatitis C virus] 
Length=631 



Score = 1160 bits (3001), Expect =0.0, Method: Composition-based stats. 
Identities = 613/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCI ITSLTGRDKNQVEGE+QIVSTAAQTFLATCINGVCWTVYHGAG 




Sbjct 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEIQIVSTAAQTFLATCINGVCWTVYHGAG 


60 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


61 


TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


120 


Query 


121 


dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 




Sbjct 


121 


DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 


180 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 


Query 


301 


LGIGTVLDQAETAGARL VVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLEVIK 


360 






LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 




Sbjct 


301 


LG IGTVLDQAETAGARLTVLATAT PPGS VT VPH PN I EEVALSTTGE I PFYGKAI PLEAI K 


360 


Query 


361 


GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP G D V V V V AT D ALMT G + T G 




Sbjct 


361 


GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 


420 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 201 of 235 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 
Sbjct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNE+TLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEVTLTHPITKYIMTCMSADLEVVT 631 

> 17 qi I 680127 4 8 I qb | AAY84770 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1160 bits (3000), Expect = 0.0, Method: Composition-based stats. 
Identities = 615/631 (97%), Positives = 623/631 (98%), Gaps = 0/631 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQI VSTAAQT FLATCI NGVCWT VYHGAG 60 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

dsrgsIlsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE+LETTMR 



SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLE IK 



GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVS VI P GDVVVVATDALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



Query 


1 


Sbjct 


1 


Query 


61 


Sbjct 


61 


Ouerv 


121 


Sbjct 


121 


Query 


181 


Sbjct 


181 


Query 


241 


Sbjct 


241 


Query 


301 


Sbjct 


301 


Query 


361 


Sbjct 


361 


Query 


421 


Sbjct 


421 


Query 


481 


Sbjct 


481 


Query 


541 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> FT qi 1 68012732 1 qb] AAY84 7 62 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1160 bits (3000), Expect =0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

Query 121 dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 
Sbjct 121 DDRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sb j ct 181 SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRH L I FC H S KKKC DE L AAKL VALG + N AVA Y Y RG L D V S V I P G D V V V VAT DALMTG+TG 
Sbjct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 4 20 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sbjct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sb j ct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> r qi | 6801272 6 | qb[AAY8 4 759. 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



RID=1 153506756-5678-19937051791 1.BLASTQ4, 
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Score = 1160 bits (3000), Expect = 0.0, Method: Composition-based stats. 
Identities = 613/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGE+QIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGE IQI VSTAAQT FLATC I NGVCWT VYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 
Sb j ct 121 DGRGSLLS PRPI S YLKGSSGGPLLCPAGHAVG I FRAAVCTRGVAKAVDFI PVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 181 SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 
Sbjct 241 YMSKAHG I DPNIRTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 
Sb j ct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPN I EE VALSTTGEI PFYGKAI PLEAI K 360 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVI P G D V VV VAT DALMT G + T G 
Sb j ct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 420 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sbjct 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPY+VAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYMVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNE I TLTH PI TKY IMTCMSADLEVVT 631 



> r qi 1 68 012712 | qb 1 AAY8 4 752 . 1 | nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1159 bits (2999), Expect =0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 

Query 1 API TAYAQQTRGLLGC I I TSLTGRDKNQVEGEVQ I VSTAAQT FLATC I NGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGE+QIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEIQIVSTAAQTFLATC I NGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 
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Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 

Sbjct 121 DCRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 180 

Query 181 S PVFTDNSS PPWPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 181 SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLN PS VAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVI K 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 

Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 360 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVI P G D VVVVAT DALMTG+ T G 

Sbjct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 4 20 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 

Sbjct 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSS VLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 

Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> C qi I 68012752 | qb | AAY84 772 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
qi I 6801274 2 | qb 1 AAY84 767 . 1 | nonstructural protein 3 [Hepatitis C virus] 
qi I 68012738 I qb I AAY84 7 65. 1 I nonstructural protein 3 [Hepatitis C virus] 
qi I 68012728 I qb | AAY84 7 60 . 1 | nonstructural protein 3 [Hepatitis C virus] 

Length=631 

Score = 1159 bits (2998), Expect = 0.0, Method: Composition-based stats. 
Identities = 615/631 (97%), Positives = 622/631 (98%), Gaps = 0/631 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 




Sbjct 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


61 


TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


120 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 




Sbjct 


121 


DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 


180 


Query 


181 


S PVFTDNSS PPWPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 


240 



SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
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Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 

-t L J >— ' lull l\J J- 1— ' J- 11 1 IV 1 VJ V A\ X X X X VJ U L. -XX X X X \J L \ L. Uril^VJVjVtJUUn X !_/ X X. X. L^l-IV/l 1<J 1 L/H IJl 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 


Query 


301 


LGIGT VLDOAETAGARLVVLATAT PPGSVTVPH PN I EEVALSTTGEI PFYGKAI PLEVI K 

J— f N»J J» ^— ' J- ▼ XJ w yi 1U X i 11 x J— J V ¥ JJX4 X XX \J V X VXlAXL^iX, XJ XJ V iiU tjr X X \J XJ J^ X X X lU^X X XJ i—> V X> i- v 


360 






LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 




Sbjct 


301 


LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 


360 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVS VI P GDVVWATDALMTG+TG 




Sbjct 


361 


GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVS VI PASGDVVVVATDALMTGFTG 


420 


Ouerv 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrqrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 




Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 


480 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 


Query 


601 


RLGAVQNE I TLTH PVT KY I MTCMS ADLE VVT 631 








RLGAVQNEJTLTHP+TKYIMTCMSADLEVVT 




Sbjct 


601 


RLGAVQNE ITLTHPITKYIMTCMSADLEVVT 631 




>r qx\ 


68012708|qb|AAY84750.1 | nonstructural protein 3 [Hepatitis C virus] 


Length^ 


= 631 






Score 


= 1159 bits (2997), Expect = 0.0, Method: Composition-based stats 




Identities 


= 614/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 




Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 




Sbjct 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVrrrg 


120 






T+TIAS KG PVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


61 


TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 


120 


Query 


121 


dsrgsilsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 




Sbjct 


121 


DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 


180 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 


360 






LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 




Sbjct 


301 


LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 


360 
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Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVWATDALMTGYTG 


420 






GGRHLIFCHS KKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVVVATDALMTG+TG 




Sbjct 


361 


GGRHLI FCHSNKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVWATDALMTGFTG 


420 


Query 


421 


DFDSVI DCNTCVTQTVDFSLDPTFTIET I TLPQDAVSrtqrrqrtgrqKPGI YRFVAPGE 


480 






DFDSVI DCNTCVTQTVDFSLDPT FTI ET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 




Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 


480 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 








RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 




Sbjct 


601 


RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 





> r qi I 68012 698 | qb | AAY8474 5 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 



Score = 1159 bits (2997), Expect =0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives = 620/631 (98%), Gaps = 0/631 (0%) 



Query 


1 


APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 




Sb j ct 


1 


APITAYAQQTRGLLGCI ITS LTGRDKNQVEGEVQIVSTAAQTFLATC I NGVCWTVYHGAG 


60 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVrrrg 


120 






TRTIAS KGPVIQMYTN DQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


61 


TRTI AS SKGPVIQMYTNGDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 


120 


Query 


121 


dsrgsi IsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 




Sbjct 


121 


DGRGSLLS PRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVEGLETTMR 


180 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATS I 


300 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 




Sbjct 


301 


LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 


360 


Query 


361 


GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVATDALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVVVATDALMTG+TG 




Sbjct 


361 


GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVWATDALMTGFTG 


420 


Query 


421 


DFDS VI DCNTCVTQTVDFSLDPTFTIET I TLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 


480 






DFDSVI DCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 




Sbjct 


421 


DFDSVI DCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 


480 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
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Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 


Query 


601 


RLGAVQNE I TLTH PVTKY IMTCMSADLEVVT 631 








RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 




Sbjct 


601 


RLGAVQNE I TLTHPITKYIMTCMSADLEVVT 631 





> r qi I 68012714 1 qb | AAY84753 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1158 bits (2996), Expect = 0.0, Method: Composition-based stats. 
Identities = 613/631 (97%), Positives = 620/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGE+QIVSTAAQTFLATCINGVCWTVYHGAG 
Sb j ct 1 API T AYAQQT RGLLGC 1 1 TSLTGRDKNQVEGE I QI VS T AAQT FLATC I NGVCWT V YHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 
Sbjct 121 DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHA TGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 181 SPVFSDNSSPPAVPQSYQVAHLHAATGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLE IK 
Sbjct 301 LG I GTVLDQAETAGARLT VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVVVAT DALMTG+TG 
Sb j ct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVS VI PAS GDVVVVAT DALMTGFTG 4 20 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sbjct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 4 81 RPSGMFDSS VLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNE I TLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNE I TLTHPITKYIMTCMSADLEVVT 631 
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>r gi\ 6801274 6 I qblAAY84 7 69. 1 I nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1158 bits (2995), Expect =0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives = 622/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 
Sbjct 61 TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 120 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 
Sbjct 121 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sb j ct 181 S PVFSDNSSPPAVPQS YQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 
Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG . 420 

GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP G D V VV VAT DALMT G+ T G 
Sbjct 361 GGRHLIFCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVIPASGDVVVVAT DALMTGFTG 420 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtg rgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sbjct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVR+RAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j Ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRVRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> r gi | 680127 4 4 | qb | AAY8 4 7 68 . 1 | nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1158 bits (2995), Expect = 0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives = 621/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQI VSTAAQTFLATCINGVCWTVYHGAG 60 
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Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYL TRHADVI PVRRRG 
Sbjct 61 T KT IAS SKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLDTRHADVI PVRRRG 120 

Query 121 dsrgsIlsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 
Sbjct 121 DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA . 
Sb j ct 181 SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI IICDECHSTDATSI 
Sbjct 241 YMSKAHG I DPNIRTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGSVTVPHPNI EEVALSTTGEI PFYGKAI PLE IK 
Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNI EEVALSTTGEI PFYGKAI PLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVVVATDALMTG+TG 
Sb j ct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASG DVVVVAT DALMTG FTG 4 20 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 
Sbjct 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> C qi | 678108 90 Iqb | AAY82031. 1 [ polyprotein [Hepatitis C virus] 
Length=1644 



Score = 1157 bits (2994), Expect = 0.0, Method: Composition-based stats, 
Identities =598/618 (96%), Positives = 607/618 (98%), Gaps « 0/618 (0%) 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 



APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRT IAS PKGPVIQMYTNVD+DLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVRRRG 



ds rgslispr PIS YLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
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SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

SPVFTDNSSPPAVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1266 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGS ITYST GKFLADGGCSGGAYDI I ICDECHS DATSI 

YMSKAHGIDPNIRTGVRTITTGSSITYSTCGKFLADGGCSGGAYDIIICDECHSVDATSI 1326 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
L IGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 

LDIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 1386 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 
GGRHLI FCHSKKKCD+LA+KLVA+GINAVAYYRG+DVSVI P G D VV V VAT DALMT G + T G 

GGRHLIFCHSKKKCDDLASKLVAMGINAVAYYRGIDVSVIPTSGDVVWATDALMTGFTG 14 4 6 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRT+RRGRTGRGKPGI YRFVAPGE 

DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTRRRGRTGRGKPGI YRFVAPGE ' 1506 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1566 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 

HIDAHFLSQTKQSGENFPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLQGPTPLLY 1626 

RLGAVQNE I TLTH PVTKY 618 
RLGAVQNE+ LTHP+TKY 



> [I qi I 8 9519419 | qb 1 ABD7 58 31 . 1 1 polyprotein [Hepatitis C virus] 
Length=3008 

Score = 1157 bits (2994), Expect = 0.0, Method: Composition-based stats. 
Identities = 598/685 (87%), Positives = 641/685 (93%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGL IITSLTGRD N+ GEVQ++STA Q+FL T INGV WTVYHGAG 
APITAYAQQTRGLFSTIITSLTGRDTNENCGEVQVLSTATQSFLGTAINGVMWTVYHGAG 1086 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++TI+ PKGPV QMYTNVDQDLVGWPAP G +SLTPCTCG+SDLYLVTRHADV+PVRRRG 
SKTISGPKGPVNQMYTNVDQDLVGWPAPPGVKSLTPCTCGASDLYLVTRHADVVPVRRRG 114 6 

dsrgsllspr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D+RG+LLS RPIS LKGSSGGPLLCP GHA G+FRAAVCTRGVAKAVDF+PVE+LETTMR 



S PVFTDNSS PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 24 0 
SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPS VAATLGFGA 



YMSKAHGIDPNIRTGVRT I TTGS PI TYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 300 
YMSKA+GIDPNIR+GVRTITTG+PIT.YSTYGKFLADGGCSGGAYDIIICDECHSTD+T + I 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAG RLVVLATATPPGSVT PH NIEEVAL TTGE+PFYGKAIPLE+IK 



Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 






Sbjct 


1267 


Query 


301 


Sbjct 


1327 
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Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWWATDALMTGYTG 420 

GGRHLI FCHSKKKCDELA +L +LG+NAVAYYRGLDVSVIP GDVW ATDALMTG+TG 

Sbjct 1387 GGRHLI FCHSKKKCDELAKQLTSLGLNA VAYYRGLDVS VI PTSGDVVVCATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 

Sbjct 14 4 7 DFDSVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGI YRYVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSG+FD+SV+CECYDAGCAWYELTPAETT RLRAY NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1507 RPSG I FDTSVICECYDAGCAWYELTPAETTTRLRAYFNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

ID HFLSQTKQSGEN PYLVAYQATVCARA APPPSWD MWKCLIRLKPTLHGPTPLLY 

Sbjct 1567 QIDGHFLSQTKQSGENFPYLVAYQATVCARALAPPPSWDTMWKCLIRLKPTLHGPTPLLY 162 6 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVIVGRV 

Sbjct 1627 RLGSVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSVGSVVIVGRV 168 6 



Query 


661 


VLSGKPAI I PDREVLYREFDEMEEC 685 








VLSG+PAIIPDREVLY-f +FDEMEEC 




Sbjct 


1687 


VLSGQPAI I PDREVLYQQFDEMEEC 1711 




>r q ii 


68012724 |qb IAAY84758.il nonstructural protein 3 [Hepatitis C virus 


] 


Length= 


= 631 






Score 


= 1157 bits (2992), Expect =0.0, Method: Composition-based stats. 




Identities 


= 613/631 (97%), Positives = 619/631 (98%), Gaps = 0/631 (0%) 




Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


^n 






API TAYAQQTRGLLGC 1 1 T SLTGRDKNQVEGEVQI VS TAAQT FLATC I NGVCWTV YHGAG 




Sbjct 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 




Sbjct 


61 


TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


120 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 




Sbjct 


121 


DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVEGLETTMR 


180 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHA TGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAATGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGI DPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDI I ICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGIGTVLDQAETAGARL VLAT TPPGSVTVPHPNIEEVALSTTGEI PFYGKAIPLE IK 




Sbjct 


301 


LGIGTVLDQAETAGARLTVLATDTPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 


360 


Query 


361 


GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVI P GDVVVVAT DALMTG + TG 




Sbjct 


361 


GGRHLI FC H S KKKC DE L AAKL VALG VN AV A Y Y RG L DVS V I PASGDVVVV AT DALMTG FTG 


420 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFT I ETITLPQDAVSrt qrrgrtgrgKPGI YRFVAPGE 


480 
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DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 



Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 


480 


Query 


481 


RPSGMFDS S VLCEC Y DAGCAW YELT PAETT VRLRAYMNT PGL P VCQDHLE FWEG VFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 


Query 


601 


RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 








RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 




Sbjct 


601 


RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 





> F qi I 68012710 | qb I AAY84 7 51 . 1 [ nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1157 bits (2992), Expect = 0.0, Method: Composition-based stats. 
Identities = 614/631 (97%), Positives = 620/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVST7\AQTFLATCINGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGV7VKAVDFIPVENLETTMR 180 

D RGSLLSPRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE LETTMR 
Sbjct 121 DGRGSLLSPRP IS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVEGLETTMR 180 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVF+DNSSPP VPQS + VAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 181 SPVFSDNSSPPAVPQSYPVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VLDQAET AGARL VLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLE IK 
Sbjct 301 LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEAIK 360 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVWVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVS VI P GDVVVVATDALMTG+TG 
Sbjct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 4 20 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sbjct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGI YRFVTPGE 4 80 

Query 4 81 RPSGMFDSS VLCEC YDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEG VFTGLT 540 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 481 RPSGMFDSS VLCEC YDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 5 4 0 

Query 54 1 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
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Query 601 RLGAVQNEI TLTHPVTKY IMTCMS ADLEVVT 631 

RLGAVQNE I TLTHP+TKY I MTCMSADLEVVT 
Sbjct 601 RLGAVQNE I TLT H P I T K Y I MTCMSADLEVVT 631 



> F qi | 68012722 1 qb | AAY84757 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1156 bits (2991), Expect =0.0, Method: Composition-based stats. 
Identities = 613/631 (97%), Positives = 620/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGE+QIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEIQIVSTAAQTFLATCINGVCWTVYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 120 

Query 121 d s r gs 1 1 spr PI S YLKGS SGG PLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE LETTMR 
Sbjct 121 DGRGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVEGLETTMR 180 

Query 181 S P V FT DNS S P PVVPQS FQVAHLHAPTG SGKS T KV P AA YAAQG YKVLVLN PS VAATLG FGA 24 0 

SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 181 S PVFSDNSS PPAVPQS YQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
Sbjct 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGA L VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 
Sbjct 301 LGIGTVLDQAETAGAILTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 360 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVI P GDVWVATDALMTG+TG 
Sbjct 361 GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDVVVVATDALMTGFTG 4 20 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
Sbjct 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 4 80 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
Sbjct 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNE ITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601 RLGAVQNE ITLTHPITKY IMTCMS ADLEVVT 631 



> F qi 1 680127401 qb| AAY84 7 66. 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1155 bits (2989), Expect = 0.0, Method: Composition-based stats. 
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Identities = 614/631 (97%), Positives = 620/631 (98%), Gaps = 0/631 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
TRTIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYL TRHADVI PVRRRG 
TRTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLDTRHADVIPVRRRG 120 

dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLS PRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE LETTMR 



SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



LG I GT VLDQAET AGARL VLATATPPGSVTVPHPNIEEVALSTT EIPFYGKAIPLE IK 
LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTVEIPFYGKAIPLEAIK 360 



GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVWATDALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGIYRFV PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 



Query 


i 


oDJ Ct 


i 


Query 


D 1 


bE>3 Ct 


£ 1 


Query 


19 1 
1Z 1 


Sdj ct 


121 


Query 


1 O 1 

10 1 


bDJ Ct 


TOT 


Query 




SDJCt 


241 


Query 


oUl 


Sbj ct 


OAT 

301 


Query 


obi 


oDJ Ct 


Jbl 


Query 


4 Z 1 


bbjct 


4zl 


Query 


4 81 


Sbjct 


4 81 


Query 


541 


Sbjct 


541 


Query 


601 


Sbjct 


601 



RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 



> p qi | 8 9519405 I qb | ABD7 5824 . 1 1 polyprotein [Hepatitis C virus] 
Length=3009 

Score = 1155 bits (2987), Expect =0.0, Method: Composition-based stats. 
Identities = 598/685 (87%), Positives = 642/685 (93%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL IITSLTGRD N+ GEVQ++STA Q+FL T +NGV WTVYHGAG 
Sbjct 1028 APITAYAQQTRGLFSTIITSLTGRDTNENCGEVQVLSTATQSFLGTAVNGVMWTVYHGAG 1087 

Query 61 TRTIAS PKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrq 120 

++TI+ PKGPV QMYTNVDQDLVGWPAP G +SLTPCTCG+SDLYLVTRHADV+ PVRRRG 
Sbjct 1088 SKTISGPKGPVNQMYTNVDQDLVGWPAPPGVKSLTPCTCGASDLYLVTRHADVVPVRRRG 1147 
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Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

D+RG+LLSPRPIS LKGSSGGPLLCP GHA G+ FRAAVCTRGVAKAVDF+ PVE+LETTMR 

Sbjct 114 8 DTRGALLSPRPISTLKGSSGGPLLCPMGHAAGLFRAAVCTRGVAKAVDFVPVESLETTMR 1207 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 

SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 

Sbjct 1208 SPVFTDNSTPPAVPQTYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1267 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKA+GIDPNIR+GVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 

Sbjct 1268 YMSKAYGIDPNIRSGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 1327 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAG RLVVLATATPPGSVT PH NIEEVAL TTGE+PFYGKAI PLE+IK 

Sbjct 1328 LGIGTVLDQAETAGVRLWLATATPPGSVTTPHSNIEEVALPTTGEVPFYGKAIPLELIK 1387 

Query 361 GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVWATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA +L +LG+NAVAYYRGLDVSVIP GDVVV ATDALMTG+TG 

Sbjct 1388 GGRHLI FCHSKKKCDELAKQLTSLGLNAVAYYRGLDVSVIPTSGDVVVCATDALMTGFTG 14 47 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 

Sbjct 14 4 8 DFDSVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGIYRYVTPGE 1507 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSG+FD+SV+CECYDAGCAWYELTPAETT RLRAY NTPGLPVCQDHLEFWE VFTGLT 

Sbjct 1508 RPSGIFDTSVICECYDAGCAWYELTPAETTTRLRAYFNTPGLPVCQDHLEFWES VFTGLT 1567 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

ID HFLSQTKQSGEN PYLVAYQATVCARA APPPSWD MWKCLIRLKPTLHGPTPLLY 

Sbjct 1568 QIDGHFLSQTKQSGENFPYLVAYQATVCARALAPPPSWDTMWKCLIRLKPTLHGPTPLLY 1627 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVIVGRV 

Sbjct 1628 RLGSVQNEVTLTH PI TKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSVGS VVIVGRV 1687 



Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSG+PAIIPDREVLY++FDEMEEC 
Sbjct 1688 VLSGQPAI IPDREVLYQQFDEMEEC 1712 



> F qi 1 8 95194 09 | qb | ABD75826. 1 1 polyprotein [Hepatitis C virus] 
Length-3008 



Score = 1154 bits (2984), Expect =0.0, Method: Composition-based stats. 
Identities = 599/685 (87%), Positives = 643/685 (93%), Gaps = 0/685 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






AP+TAYAQQTRGL+ IITSLTGRD N+ GEVQ++STA Q+FL T INGV WTVYHGAG 




Sbjct 


1027 


APVTAYAQQTRGLVNTIITSLTGRDTNENCGEVQVLSTATQSFLGTAINGVMWTVYHGAG 


1086 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 


120 






++TI+ PKGPV QMYTNVDQD L VG W PA P G +SLTPCTCG+SDLYLVTRHADV+PVRRRG 




Sbjct 


1087 


SKTISGPKGPVNQMYTNVDQDLVGWPAPPGVKSLTPCTCGASDLYLVTRHADVVPVRRRG 


1146 


Query 


121 


dsr gs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






D+RG+LLSPRPIS LKGSSGGPLLCP GHA G+ FRAAVCTRGVAKAVDFI PVE+L TTMR 




Sbjct 


1147 


DTRGALLSPRPISTLKGSSGGPLLCPMGHAAGLFRAAVCTRGVAKAVDFIPVESLATTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 



SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
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Sbjct 


T 1 f\ 1 

1207 


Query 


241 


Sbjct 


1267 


Query . 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbj ct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKA+GIDPNIR+GVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAG RLWLATATPPGSVT PH NIEEVAL TTGEIPFYGKAIPLE+IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDE+A +L +LG+NAVAYYRGLDVSVIP GDVVV ATDALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 
RPSG+FD+SV+CECYDAGCAWYELTPAETT RLRAY NTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQiyiWKCLIRLKPTLHGPTPLLY 600 
ID HFLSQTKQSGEN PYLVAYQATVCARA APPPSWD MWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVIVGRV 



VLSGKPAI I PDREVLYREFDEMEEC 685 
VLSG+PAI IPDREVLY++FDEMEEC 



> H qi 1-68012 694 | qb 1 AAY84743 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score - 1153 bits (2983), Expect = 0.0, Method: Composition-based stats. 
Identities = 612/631 (96%), Positives = 618/631 (97%), Gaps = 0/631 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrq 120 
TRTIAS KGPVIQMYTN DQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
TRT I AS SKG PVIQMYTNGDQDLVGWPAPQGARSLT PCTCGSSDLYLVTRHADVI PVRRRG 120 



D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVE LETTMR 



SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIR GVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 



Query 


1 


Sbjct 


1 


Query 


61 


Sbjct 


61 


Query 


121 


Sbjct 


121 


Query 


181 


Sbjct 


181 


Query 


241 


Sbjct 


241 
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Query 


301 


LG I GT VLDQAETAGARL WLAT AT P PGS VTVPH PN I EE VALSTTGE I P FYGKAI PLE VI K 


360 






LG I GT VLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 




Sbjct 


301 


LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 


360 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWWATDALMTGYTG 


420 






GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDWWATDALMTG+TG 




Sbjct 


Jol 


GGRHLIFCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVIPASGDVVVVATDALMTGFTG 


420 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 




Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 


4 80 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


D4U 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLK TLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKTTLHGPTPLLY 


600 



Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVT 631 

RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 
Sbjct 601. RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 



> F qi I 68012 696 1 gbj AAY84 74 4 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 



Score = 1153 bits (2982), Expect = 0.0, Method: Composition-based stats. 
Identities = 612/631 (96%), Positives « 618/631 (97%), Gaps = 0/631 (0%) 



Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTT^AQTFLATCINGVCWT YHGAG 




Sbjct 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTGYHGAG 


60 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






TRTIAS KGPVIQMYTN DQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVI PVRRRG 




Sbjct 


61 


TRT.IASSKGPVIQMYTNGDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVIPVRRRG 


120 


Query 


121 


ds rg s 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 


180 






D RGSLLSPRPISYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVE LETTMR 




Sbjct 


121 


DGRGSLLS PRPI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVEGLETTMR 


180 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LG I GT VLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAI PLE IK 




Sbjct 


301 


LGIGTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 


360 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVTvLGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 


420 






GGRHLI FCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVI P G DVVVVAT DALMTG +TG 




Sbjct 


361 


GGRHLIFCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVIPASGDVVVVATDALMTGFTG 


420 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 


480 



DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 
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Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 


480 


Query 


H O 1 


KFbCjMF DSbVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


o4 1 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLK TLHGPTPLLY 




Sbjct 


541 


HIDAH FLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKTTLHGPTPLLY 


600 


Query 


601 


RLGAVQNE I TLTH PVTKY I MTCMS ADLEVVT 631 








RLGAVQNEITLTHP+TKYIMTCMSADLEVVT 




Sbjct 


601 


RLGAVQNE ITLTHPITKYIMTCMSADLEVVT 631 





> r qi I 678108851 qb | AAY82029. 1 1 polyprotein [Hepatitis C virus] 
Length=1644 

Score = 1152 bits (2981), Expect =0.0, Method: Composition-based stats. 
Identities « 599/618 (96%), Positives = 605/618 ( 97% ) , Gaps = 0/618 (0%) 



Query 


1 


Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


oDj Ct 


1 o m 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 



API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGEVQ I VSTAAQT FLATC I NGVCWTVYHGAG 6 0 
APITAYAQQTRGLLGCIITSLTGRDKNQ EGEVQI VSTAAQT FLATC I NGVCWTVY GAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
T RT I AS PKG PVI QM YT + VD+ DLVGWPAPQGS RS LT PCTCGS S DL YLVT RHADVI P VRRRG 



dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
DSRGSLLSPRPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 



S P VFT DN S S P P V V PQS FQ V AH L H APT G S G KS T KVP AA Y AAQG Y KVL VLN P S V AAT LG FG A 2 40 
SPVFTDNSSPP VPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFG 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKAHGIDPNIRTGVRTITTGS ITYSTYGKFLADGGCSGGAYDII ICDECHS DATSI 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDWVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELA+KLVALGINAVAYYRG+DVSVI P GDVVVVATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGK GIYRFVAPGE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQSGEN PYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTL GPTPLLY 
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Query 601 RLGAVQNE I TLTH PVTKY 618 

RLGAVQNE+ LTHP+TKY 
Sbjct 1627 RLGAVQNEVILTHPITKY 164 4 



> P qi I 895194 13 |qb| ABD75828.il polyprotein [Hepatitis C virus] 
Length=3007 

Score = 1151 bits (2977), Expect =0.0, Method: Composition-based stats. 
Identities = 590/685 (86%), Positives = 644/685 (94%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGC 1 I TSLTGRDKNQVEGEVQI VSTAAQT FLATCI NGVCWT VYHGAG 60 

APITAYAQQTRG+LG IITSLTGRD N+ GEVQ++STA Q+FL T INGV WTVYHGAG 
Sbjct 1026 APITAYAQQTRGMLGTIITSLTGRDTNENCGEVQVLSTATQSFLGTAINGVMWTVYHGAG 1085 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++TI + PKGPV QMYTNVDQDLVGWPAP G +SLTPCTCGSSDL+LVTR+ADV+P+RRRG 
Sbjct 108 6 SKTISGPKGPVNQMYTNVDQDLVGWPAPPGVKSLTPCTCGSSDLFLVTRNADVVPLRRRG 114 5 

Query 121 dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RG+L+SPRPIS LKGSSGGPLLCP GHA GIFRAAVCTRGVAKAVDF+PVE+LETTMR 
Sbjct 114 6 DTRGALISPRPISTLKGSSGGPLLCPLGHAAGIFRAAVCTRGVAKAVDFVPVESLETTMR 1205 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
Sbjct 1206 SPVFTDNSTPPAVPQTYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 1265 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YMSKAHGIDPNIR+GVRTITTG+PITYSTYGKFLADGGC+GGAYDIIICDECHSTDAT++ 
Sbjct 1266 YMSKAHGIDPNIRSGVRTITTGAPITYSTYGKFLADGGCAGGAYDIIICDECHSTDATTV 1325 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQ AET AG ARL VVLAT AT P PG S VT PH NIEEVAL TTGEIPFYGKAIPL ++K 
Sbjct 1326 LGIGTVLDQAETAGARLVVLATATPPGSVTTPHSNIEEVALPTTGEIPFYGKAIPLSLVK 1385 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLIFCHSKKKCDELA +L +LG+NAVAYYRGLDVSVIP GDWV ATDALMTG+TG 
Sbjct 1386 GGRHLI FCHSKKKCDELAKQLSSLGLNAVAYYRGLDVSVIPLSGDVVVCATDALMTGFTG 14 4 5 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrt qrrgrtqrgKPGI YRFVAPGE 4 80 

DFD+VIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 
Sbjct 14 4 6 DFDTVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGIYRYVTPGE 1505 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSG+FD+SVLCECYD GCAWYELTPAETT+RLRAY NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1506 RPSGIFDTSVLCECYDTGCAWYELTPAETTIRLRAYFNTPGLPVCQDHLEFWESVFTGLT 1565 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HID HFLSQTKQ+G+N PYLVAYQATVCA+A APPPSWD MWKCL+RLKPTL GPTPLLY 
Sbjct 1566 HIDGHFLSQTKQAGDNFPYLVAYQATVCAKALAPPPSWDTMWKCLLRLKPTLRGPTPLLY 1625 

Query 601 ■ RLGAVQNE I TLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 

RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWV+VGG+LAALAAYCLS G VVIVGRV 
Sbjct 1626 RLGSVQNEVTLTH PI TKYIMACMSADLEVVTSTWVMVGGLLAALAAYCLSVGS VVIVGRV 1685 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSG+PA+I PDREVLY++ FDEMEEC 
Sbjct 1686 VLSGQPAVI PDREVLYKQFDEMEEC 1710 



>r qi|8 9519407|qblABD75825. 1 1 polyprotein [Hepatitis C virus] 
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Length=3008 

Score = 1151 bits (2977), Expect = 0.0, Method: Composition-based stats. 
Identities = 595/685 (86%), Positives = 641/685 (93%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

API T A Y AQQT RG L IITSLTGRD N+ GEVQ++STA Q+FL T +NGV WTVYHGAG 
Sbjct 1027 API TAYAQQTRGLFST 1 I TSLTGRDTNENCGEVQVLSTATQS FLGTAVNGVMWTVYHGAG 1086 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++TI + PKGPV QMYTNVDQDLVGWPAP G +SLTPCTCG+SDLYL+TRHADV+PVRRRG 
Sbjct 1087 S KT I SG PKG PVNQM YTN VDQDLVGWPAP PGVKS LT PCTCGAS DL YLI TRH ADVV PVRRRG 114 6 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+RG+LLSPRP+S LKGSSGGPLLCP GHA G FRAAVCTRGVAKAVDF+PVE+LETTMR 
Sb j ct 114 7 DTRGALLSPRPLSTLKGSSGGPLLCPMGHAAGXFRAAVCTRGVAKAVDFVPVESLETTMR 1206 

Query 181 SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYA+QGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFTDNSTPPAVPQTYQVAHLHAPTGSGKSTKVPAAYASQGYKVLVLNPSVAATLGFGA 1266 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDII ICDECHSTDATSI 300 

YMSKA+GIDPNIR+GVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 
Sbjct 12 67 YMSKAYGI DPNIRSGVRTITTGAPITYSTYGKFLADGGCSGGAYDII ICDECHSTDSTTI 1326 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LG I GT VL DQAET AG RLVVLATATPPGSVT PH NIEEVAL TTGE+PFYGKAIPLE+IK 
Sbjct 1327 LGIGTVLDQAETAGVRLVVLATATPPGSVTTPHSNIEEVALPTTGEVPFYGKAIPLELIK 1386 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWVVATDALMTGYTG 420 

GGRHLIFCHSKKKCDELA +L +LG+NAVAY YRGLDVS VI P GDVVV ATDALMTG+TG 
Sb j ct 1387 GGRHLI FCHSKKKCDELAKQLTSLGLNAVAYYRGLDVSVI PTSGDVVVCATDALMTGFTG 14 4 6 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 

DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 
Sbjct 14 4 7 DFDSVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGIYRYVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSG+FD+SV+CECYDAGCAWYELTPAETT RLRAY NTPGLPVCQDHLEFWE VFTGLT 
Sb j ct 1507 RPSGIFDTSVICECYDAGCAWYELTPAETTTRLRAYFNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

ID HFLSQTKQSGEN PYLVAYQATVCARA APPPSWD MWKCLIRLKPTLHGPTPLLY 
Sb j ct 1567 QI DGHFLSQTKQSGENFPYLVAYQATVCARALAPPPSWDTMWKCLIRLKPTLHGPTPLLY 1 62 6 

Query 601 RL G AVQN EITLTHPVTKYIMTCMSADLE V VT S T W v I vg g v 1 a a 1 a a Y C L S T G C V V I VG RV 660 

RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVIVGRV 
Sbjct 1627 RLGSVQNEVTLTH PI TKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSVGS VVIVGRV 1686 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

VLSG+ PAI I PDREVLY++FDEMEEC 
Sbjct 1687 VLSGQPAI I PDREVLYQQFDEMEEC 1711 



>lT gil 89519415 | qb [ ABD7582 9 . 1 1 polyprotein [Hepatitis C virus] 
Length=3008 

Score = 1150 bits (2974), Expect = 0.0, Method: Composition-based stats. 
Identities = 593/685 (86%), Positives = 641/685 (93%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
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Sbjct 


1027 


Query 


61 


Sbjct 


1087 


Query 


121 


Sbjct 


1147 


Query 


181 


Sbjct 


1207 


Query 


241 


Sbjct 


1267 


Query 


301 


Sbjct 


1327 


Query 


361 


Sbjct 


1387 


Query 


421 


Sbjct 


1447 


Query 


481 


Sbjct 


1507 


Query 


541 


Sbjct 


1567 


Query 


601 


Sbjct 


1627 


Query 


661 


Sbjct 


1687 



APITAYAQQTRGL I+TSLTG+D N+ GEVQ++STA Q+FL T +NGV W+VYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++TI+ PKGPV QMYTNVDQDLVGWPAP G +SLTPCTCG+SDLYLVTRHADV+PVRRRG 

S KT I SG PKG PVNQMYTNVDQ DLVGW PAP PG VKS LT PCTCGAS DLYLVT RHADVV PVRRRG 1 : 1 4 ( 

cis rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+RG+LLSPRPIS LKGSSGGPLLCP GHA G+FRAAVCTRGVAKAVDF+PVE+LETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVFTDNSTPPAVPQTYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 126( 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMSKA+GIDPNIR+GVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 



LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAG RL VLATATPPGSVT PH NIEE+AL TTGEIPFYG+AIPL++IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVAT DALMTGYTG 420 
•GGRHLIFCHSKKKCDELA + L ALG+NAVAYYRGLDVSVIP GDVVV ATDALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 
DFDSVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGIYRYVTPGE 150 ( 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSG+FD+SVLCECYDAGCAWYELTPAETT RLRAY-f NTPGLPVCQDHLEFWE VFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
ID HFLSQTKQSGEN PYLVAYQATVCARA APPPSWD MWKCLIRLKPTLHGPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvl.aa laaYCLSTGCVVIVGRV 660 
RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVI GRV ' 



VLSGKPAI IPDREVLYREFDEMEEC 685 
VLSG+PAI I PDREVLY++ FDEMEEC 



> fl gi I 895194111qb | ABD7 5827 . 1 1 polyprotein [Hepatitis C virus] 
Length=2985 

Score = 1150 bits (2974), Expect = 0.0, Method: Composition-based stats. 
Identities = 593/685 (86%), Positives - 641/685 (93%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVST7VAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL I ITSLTGRD N+ GEVQ++STA Q+FL +NGV WTVYHGAG 
Sbjct 1027 APITAYAQQTRGLFSTIITSLTGRDTNENCGEVQVLSTATQSFLGVAVNGVMWTVYHGAG 108 6 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVI PVrr.rg 120 

++TI+ PKGP+ QMYTNVDQDLVGWPAP G +SLTPCTCG+SDLYL+TRHADV+ PVRRRG 
Sbjct 1087 SKTISGPKGPI NQMYTNVDQDLVGWPAPPGVKSLTPCTCGAS DLYLITRHADVVPVRRRG 114 6 
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Query 121 ds rg s 1 1 s pr P I S YLKGS SGG PLLC PAGHAVG I FRAAVCTRG VAKAVDFI P VENLETTMR 
D+RG+LLSPRPIS LKGSSGGPLLCP GHA GIFRAAVCTRGVAKAVDF+PVE+LETTMR 
Sbjct 114 7 DTRGALLSPRPISTLKGSSGGPLLCPMGHAAGIFRAAVCTRGVAKAVDFVPVESLETTMR 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 
SPVF+DNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYA QGYKVLVLNPSVAATLGFGA 
Sbjct 1207 SPVFSDNSTPPAVPQTYQVAHLHAPTGSGKSTKVPAAYAGQGYKVLVLNPSVAATLGFGA 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 
YMSKA+GIDPNIR+GVRTITTG+PITYSTYGKFLADGGC GGAYDIIICDECHSTD+T+I 
Sbjct 1267 YMSKAYGIDPNIRSGVRTITTGAPITYSTYGKFLADGGCGGGAYDIIICDECHSTDSTTI 

Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 
LGIGTVLDQAETAG RLVVLATATPPGSVT PH NIEEVAL TTGEIPFYGKAIPL++IK 
Sbjct 1327 LGIGTVLDQAETAGVRLWLATATPPGSVTTPHSNIEEVALPTTGEIPFYGKAIPLDLIK 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWVVATDALMTGYTG 
GGRH L I FCH S KKKC DELA +L +LG+NAVAYYRGLDVSVI P GDVVV ATDALMTG+TG 
Sbjct 1387 GGRHLIFCHSKKKCDELAKQLSSLGLNAVAYYRGLDVSVIPTSGDVVVCATDALMTGFTG 

Query 4 21 DFDSVIDCNTCVTQTVDFSLDPTFTlETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 
DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 
Sbjct 14 4 7 DFDSVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGIYRYVTPGE 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 

RPSG+FD+SVLCECYDAGCAWYELTP+ETT+RLRAY+NTPGLPVCQDHLEFWE VFTGL 
Sbjct 1507 RPSGIFDTSVLCECYDAGCAWYELTPSETTIRLRAYLNTPGLPVCQDHLEFWESVFTGLK 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 
ID HFLSQTKQSGENLPYLVAYQATVCARA APPPSWD MW+CLIRLKPTLHGPTPLLY 
Sbjct 1567 QIDGHFLSQTKQSGENLPYLVAYQATVCARALAPPPSWDTMWRCLIRLKPTLHGPTPLLY 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 
RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVIVGRV 
Sbjct 1627 RLGSVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSVGS VVIVGRV 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

VLSG+ PAI I PDREVLYR+ FDEMEEC 
Sbjct 1687 VLSGQPAI I PDREVLYRQFDEMEEC 1711 



> HI qi I 81924 266 I sp 1091936 | POLG HCVSA Genome polyprotein [Contains: Core protein p21 (Cc 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
. (gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 
Protease NS2-3 (p23-) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 

qi 1 366072 6 |qb| AAC61696. 1 | polyprotein [Hepatitis C virus (isolate SA13)] 
Length=3014 

Score = 1150 bits (2974), Expect =0.0, Method: Composition-based stats. 
Identities = 585/685 (85%), Positives = 641/685 (93%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRG+LG II SLTGRDKN+ EGEVQ++STA QTFL TCINGV WTV+HGAG 
Sbjct 1028 APITAYAQQTRGVLGAIIVSLTGRDKNEAEGEVQVLSTATQTFLGTCINGVMWTVFHGAG 1087 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
+T+A PKGPV+QMYTNVD+DLVGWP P G+RSLTPCTCGS+DLYLVTRHADV+P RRRG 
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Sbjct 1088 AKTLAGPKGPVVQMYTNVDKDLVGWPTPPGTRSLTPCTCGSADLYLVTRHADVVPARRRG 1147 

ds rgs 1 1 spr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+R SLLSPRPISYLKGSSGGP++CP+GH VG+FRAAVCTRGVAKA+DFI PVENLETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNS+PP VP FQV HLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YMS+A+G+DPNIRTGVRT+TTG+ ITYSTYGKFLADGGCSGGAYD+IICDECHS DAT+I 



LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LG I GT VLDQAET AGARL VVLATAT P PG S VT PHPNIEEVAL + GEIPFYG+AIPL + IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWWATDALMTGYTG 420 
GGRHLI FCHSKKKCDELA +L + G+NAVAYYRGLDV+VIP GDWV +TDALMTG+TG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 480 
DFDSVIDCNT VTQTVDFSLDPTFTIET T+PQDAVSR+QRRGRTGRG+ GIYR+V+ GE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSG+FDS VLCECYDAGCAWY+LTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
+IDAH LSQTKQ GEN PYLVAYQATVC RA+APPPSWD MWKC++RLKPTL GPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEITLTHP+TKYIM CMSADLEV+TSTWVLVGGV+AALAAYCL+ G V IVGR+ 



VLSGKPAIIPDREVLYREFDEMEEC 685 
+LSG+PAIIPDREVLY++FDEMEEC 
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Query 
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> FT- gi I 68012734 | qb | AAY847 63 . 1 1 nonstructural protein 3 [Hepatitis C virus] 
Length=631 

Score = 1150 bits (2974), Expect =0.0, Method: Composition-based stats. 
Identities = 612/631 (96%), Positives = 619/631 (98%), Gaps = 0/631 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 
Sbjct 1 AP I TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGE VQI VSTAAQT FLATCI NGVCWT VYHGAG 60 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

T+TIAS KGPVIQMYTNVDQDLVGWPAPQG+RSLTPCTCGSSDLYLVTRHADVIPVRRRG 
Sbjct 61 TKTIASSKGPVIQMYTNVDQDLVGWPAPQGARSLTPCTCGSSDLYLVTRHADVI PVRRRG 120 

Query 121 dsrgsllspr PIS YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 

DSRGSLLSPRPISYLKGSSGGPLLCPA H AVG I FRAAVCTRGVAKAVDFI PVE LETTMR 
Sbjct 121 DSRGSLLS PRPISYLKGSSGGPLLCPAVHAVG I FRAAVCTRGVAKAVDFI PVEGLETTMR 180 
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Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVF+DNSSPP VPQS+QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


181 


SPVFSDNSSPPAVPQSYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDP IRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 




Sbjct 


241 


YMSKAHGIDPIIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 






LGI TVLDQAETAGARL VLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLE IK 




Sbjct 


301 


LGIDTVLDQAETAGARLTVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEAIK 


360 


Query 


361 


GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWVVATDALMTGYTG 


420 






GGRHLIFCHSKKKCDELAAKLVALG+NAVAYYRGLDVSVIP GDVVWATDALMTG+TG 




Sbjct 


361 


GGRHLI FCHSKKKCDELAAKLVALGVNAVAYYRGLDVSVI PASGDWVVATDALMTGFTG 


420 


Query 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 


480 






DFDSVIDCNTCVTQTVDFSLDPTFTIET TLPQDAVSRTQRRGRTGRGKPGI YRFV PGE 




Sbjct 


421 


DFDSVIDCNTCVTQTVDFSLDPTFTIETTTLPQDAVSRTQRRGRTGRGKPGIYRFVTPGE 


4 80 


Query 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 






RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 




Sbjct 


481 


RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


540 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 




Sbjct 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 


Query 


601 


RLGAVQNE I TLTH PVTKYIMTCMS ADLEVVT 631 








RLGAVQNEITLTHP+TKYIMTCMS ADLEVVT 




Sbjct 


601 


RLGAVQNEITLTHPITKYIMTCMSADLEVVT 631 




> □ gi I 


89519417 |qb|ABD75830.1| polyprotein [Hepatitis C virus] 




Length= 


=3008 






Score 


= 1149 bits (2973), Expect = 0.0, Method: Composition-based stats. 




Identities 


= 594/685 (86%), Positives = 640/685 (93%), Gaps = 0/685 (0%) 




Query 


1 


APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 


60 






API T A YAQQT RG L I+TSLTGRD N+ GEVQ++STA Q+FL T +NGV W+VYHGAG 




Sbjct 


1027 


APITAYAQQTRGLFSTIVTSLTGRDTNENCGEVQVLSTATQSFLGTAVNGVMWSVYHGAG 


n n o c 
lUb O 


Query 


61 


TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 


120 






+TI + PKGPV QMYTNVDQDLVGWPAP G +SLTPCTCG+SDLYLVTRHADV+PVRRRG 




Sbjct 


1087 


GKTISGPKGPVNQMYTNVDQDLVGWPAPPGVKSLTPCTCGASDLYLVTRHADVVPVRRRG 


1 1 A C 

1 14 O 


Query 


121 


dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D+RG+LLSPRPIS LKGSSGGPLLCP GH G+ FRAAVCTRGVAKAVDF+ PVE+LETTMR 




Sbjct 


1147 


DTRGALLSPRPISTLKGSSGGPLLCPMGHVAGLFRAAVCTRGVAKAVDFVPVESLETTMR 


1206 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNS+PP VPQ++QVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 




Sbjct 


1207 


SPVFTDNSTPPAVPQTYQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


12 66 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKA+GIDPNIR+GVRTITTG+PITYSTYGKFLADGGCSGGAYDIIICDECHSTD+T+I 




Sbjct 


1267 


YMSKAYGLDPNIRSGVRTITTGAPITYSTYGKFLADGGCSGGAYDIIICDECHSTDSTTI 


1326 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 



LGIGTVLDQAETAG RLVVLATATPPGSVT PH NIEE+AL TTGEIPFYGKAIPLE+IK 
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RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 225 of 235 

Sbjct 1327 LGIGTVLDQAETAGVRLVVLATATPPGSVTTPHSNIEEIALPTTGEIPFYGKAIPLELIK 138 6 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA +L +LG+NAVAYYRGLDVSVIP GDVVV ATDALMTG+TG 
Sbjct 1387 GGRHLI FCHSKKKCDELAKQLTSLGLNAVAYYRGLDVSVIPTSGDVWCATDALMTGFTG 144 6 



Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCNT V QTVDFSLDPTF+IET T+PQDAVSR+QRRGRTGRG+ GIYR+V PGE 
Sbjct 14 47 DFDSVIDCNTSVIQTVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGRLGIYRYVTPGE 1506 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSG+FD+SV+CECYDAGCAWYELTPAETT RLRAY NTPGLPVCQDHLEFWE VFTGLT 
Sbjct 1507 RPSG I FDTSVICECYDAGCAWYELTPAETTTRLRAYFNTPGLPVCQDHLEFWES VFTGLT 1566 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

ID HFLSQTKQSGEN PYLVAYQATVCARA APPPSWD MWKCLIRLKPTLHGPTPLLY 
Sb j ct 1567 QI DGHFLSQTKQSGENFPYLVAYQATVCARALAPPPSWDTMWKCLIRLKPTLHGPTPLLY 1626 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLG+VQNE+TLTHP+TKYIM CMSADLEVVTSTWVLVGGVLAALAAYCLS G VVIVGRV 
Sb j ct 1627 RLGSVQNEVTLTHPITKYIMACMSADLEVVTSTWVLVGGVLAALAAYCLSVGSVVIVGRV 168 6 

Query 661 VLSGKPAIIPDREVLYREFDEMEEC 685 

VLSG+ PA+ 1 PDREVLY+ + FDEMEEC 
Sbjct 1687 VLSGQPAVI PDREVLYQQFDEMEEC 1711 



> C gi 1 3550759 | dbj | BAA32664 . 1 1 polyprotein [Hepatitis C virus (isolate Th580)] 

qi | 81924482 | sp [092529 1 POLG HCVT5 Genome polyprotein [Contains: Core protein p21 (Caps 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 
(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70) ; p7; 
Protease NS2-3 (p23) ; Serine protease/NTPase/helicase NS3 (Hepacivirin) 
(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA-directed RNA polymerase (NS5B) (p68)] 
Length=3019 

Score = 1146 bits (2965), Expect = 0.0, Method: Composition-based stats. 
Identities = 586/685 (85%), Positives = 633/685 (92%), Gaps = 0/685 (0%) 

Query 1 API TA YAQQTRGLLGC 1 1 TS LTGRDKNQVEGE VQI VS T AAQT FLATCI NGVCWT VYHGAG 60 

APITAYAQQTRGL+G I+TSLTGRDKN+ EGEVQ+VSTA Q+FLAT INGV WTVYHGAG 
Sbjct 1032 AP I TAYAQQTRGLVGT I VTSLTGRDKNEAEGEVQVVSTATQS FLATTINGVLWTVYHGAG 1091 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

+A PKGPV QMYTNVDQDLVGWPAP G+RSL PCTCGSSDLYLVTR ADVIP RRRG 
Sb j ct 1092 SKNLAGPKGPVCQMYTNVDQDLVGWPAPLGARSLAPCTCGSSDLYLVTRGADVI PARRRG 1151 



Query 


121 


dsrgslispr PISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 


180 






D+R +LLSPRPIS LKGSSGGPL+CP+GH VG+FRAAVCTRGVAKA+DFI PVEN++TTMR 




Sbjct 


1152 


DTRAALLSPRPISTLKGSSGGPLMCPSGHVVGLFRAAVCTRGVAKALDFIPVENMDTTMR 


1211 


Query 


181 


SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 


240 






SPVFTDNSSPP VPQ++QV +LHAPTGSGKST+VPAAYA QGYKVLVLNPSVAATL FGA 




Sbjct 


1212 


SPVFTDNSSPPAVPQTYQVGYLHAPTGSGKSTRVPAAYATQGYKVLVLNPSVAATLSFGA 


1271 


Query 


241 


YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 


300 






YMSKAHGIDPNIRTGVRTITTG P+TYSTYGKFLADGGCSGGAYDI I ICDECHSTD T++ 




Sbjct 


1272 


YMSKAHGIDPNIRTGVRTITTGGPVTYSTYGKFLADGGCSGGAYDIIICDECHSTDPTTV 


1331 


Query 


301 


LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 


360 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Sbjct 


1332 


Query 


361 


Sbjct 


1392 


Query 


421 


Sbjct 


1452 


Query 


481 


Sbjct 


1512 


Query 


541 


Sbjct 


1572 


Query 


601 


Sbjct 


1632 


Query 


661 


Sbjct 


1692 



RID=1 153506756-5678-19937051791 1.BLASTQ4, Page 226 of 235 

LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI E AL TTGEIPFYGK IPLE IK 
LGIGTVLDQAETAGVRLTVLATATPPGSVTVPHPNITETALPTTGEIPFYGKCIPLEFIK 1391 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDWWATDALMTGYTG 420 
GGRHLI FCHSKKKCDEL+ +L +LG+NAVA+YRG+DV+VIP GDVW AT DALMTG YTG 
GGRHLI FCHSKKKCDELSKQLTSLGLNAVAFYRGVDVAVI PTSGDVWCATDALMTGYTG 14 51 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 480 
DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGKPG+YRFV+ GE 
DFDS VI DCNVAVTQVVDFSLDPTFS I ETTTVPQDAVSRSQRRGRTGRGKPGVYRFVSQGE 1511 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFDS VLCE YD GCAWYELTPAETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDSWLCEAYDTGCAWYELTPAETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 1571 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCL RLKPTL GPTPLLY 
HIDAHFLSQTKQGGENFAYLVAYQATVCARAKAPPPSWDVMWKCLTRLKPTLTGPTPLLY 1631 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWV+VGGVLAALAAYCL+ GCVVI GR+ 
RLGAVQNEIVTTHPITKYIMTCMSADLEVITSTWVIVGGVLAALAAYCLTVGCVVICGRI 1691 

VLSGKPAI I PDREVLYREFDEMEEC 685 
V SGKPA++PDREVLY++FDEMEEC 



>G gjJ 73765377 | qb I AAZ8504 6 . 1| polyprotein [Hepatitis C virus] 
Length-3012 

Score = 1145 bits (2961), Expect = 0.0, Method: Composition-based stats. 
Identities = 578/685 (84%), Positives = 634/685 (92%), Gaps = 0/685 (0%) 

API TA YAQQT RGLLGC 1 1 T SLTG RDKNQ VEGE VQ I VST AAQT FLATC I NG VCWT V YHG AG 60 
APITAY QQTRGLLG I+TSLTGRDKN+VEGE+Q+VSTA QTFLAT +NGV WTVYHGAG 
APITAYHQQTRGLLGTIVTSLTGRDKNEVEGEIQVVSTATQTFLATAVNGVLWTVYHGAG 109: 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGPV QMYTNVDQD+VGWPAP G+RSLTPCTCGSSD+YLVTR+ADVI P RRRG 
SKTLAGPKGPVCQMYTNVDQDMVGWPAPPGARSLTPCTCGSSDVYLVTRNADVIPARRRG 1153 

dsrgs II spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+R LLSPRP+S LKGSSGGP+LCP+GHAVG+FRAAVCTRGVAKA+DF+PVEN+ETTMR 
DTRAGLLSPRPLSTLKGSSGGPILCPSGHAVGLFRAAVCTRGVAKAIDFVPVENMETTMR 1212 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SPVFTDNSSPP VP ++QV +LHAPTGSGKSTKVPAAYA+QGYKVLVLNPSVAATL FG+ 
SPVFTDNSSPPAVPSTYQVGYLHAPTGSGKSTKVPAAYASQGYKVLVLNPSVT^ATLAFGS 1272 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
. YMSKAHG+DPNIRTGVRTITTG PITYSTYGKFLADGGCSGGAYDII ICDECHSTD T+I 



LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI EVAL TTGE+PFYG+ IPLE IK 



GGRHLI FCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELA +L +LG+NAVA+YRG+DVSVIP GDVW ATDALMTGYTG 



Query 


1 


Sbjct 


1034 


Query 


61 


Sbjct 


1094 


Query 


121 


Sbjct 


1154 


Query 


181 


Sbjct 


1214 


Query 


241 


Sbjct 


1274 


Query 


301 


Sbjct 


1334 


Query 


361 


Sbjct 


1394 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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RID=1 1 53506756-5678- 1 993705 1 791 1 .BLASTQ4, 
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Query 


421 


Sbjct 


1454 


Query 


481 


Sbjct 


1514 


Query 


541 


Sbjct 


1574 


Query 


601 


Sbjct 


1634 


Query 


661 


Sbjct 


1694 



DFDS VI DCNTCVTQTVDFSLDPTFT I ETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCN VTQ VDFSLDPTFTIET T+PQDAV+R+QRRGRTGRGKPG+YR+V+ GE 

DFDSVI DCNVAVTQWDFSLDPTFTIETTTVPQDAVARSQRRGRTGRGKPGVYRYVSQGE 1512 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSG FD+ VLCE YD GCAWYELTP+ETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 

RPSGTFDTVVLCEAYDVGCAWYELTPSETTVRLRAYLNTPGLPVCQDHLEFWEGVFTGLT 157: 

HIDAH FLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCL+RLKP L GPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNE+T THP+TKYIMTCMSADLEV+TS WVL GG+LAALAAYCL+TG VI GR+ 



VLSGKPAI I PDREVLYREFDEMEEC 685 
+ SGKPA++PDREVLY++FDEMEEC 



> C qi I 93102510 | qb 1 ABE98 157 . 1 | polyprotein [Hepatitis C virus subtype 6a] 
Length-3019 

Score - 1145 bits (2961), Expect =0.0, Method: Composition-based stats. 
Identities = 581/685 (84%), Positives = 635/685 (92%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGL G I+TSLTGRDKN+VEGEVQ+VSTA Q+FLAT INGV WTVYHGAG 
APITAYAQQTRGLFGTIVTSLTGRDKNEVEGEVQVVSTATQSFLATSINGVMWTVYHGAG 109: 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
+RT+A PKGPV QMYTNVD+DLVGWP+P G+RSLTPCTCGSSDLYLVTR ADVIP RRRG 
SRTLAGPKGPVCQMYTNVDKDLVGWPSPPGARSLTPCTCGSSDLYLVTREADVIPARRRG 115: 

dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D+R +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK++DF+PVEN+ETTMR 
DNRAALLSPRPISTLKGSSGGPIMCPSGHVVGLFRAAVCTRGVAKSLDFVPVENMETTMR 1211 

S PVFTDNS S PPVVPQS FQVAHLHAPTGSGKSTKVPAAY7\AQG YKVLVLN PS VAATLGFGA 24 0 
SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA QGYKVLVLNPSVAATL FG+ 
SPSFTDNSTPPAVPQTYQVGYLHAPTGSGKSTRVPAAYADQGYKVLVLNPSV7\ATLSFGS 127] 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YM +A+G++PN+RTGVRT+TTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 
YMRQAYGVEPNVRTGVRTVTTGGAITYSTYGKFLADGGCSGGAYDI I ICDECHSTDPTTV 133] 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAE+AG RL VLATATPPGSVTVPHPNI E ALSTTGEIPFYGKAIPLE IK 
LGIGTVLDQAESAGVRLTVLATATPPGSVTVPHPNITETALSTTGEIPFYGKAIPLEYIK 139] 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 420 
GGRHLI FCHSKKKCDELA KL +LG+NAVA+YRG+DVSVIP GDWV ATDALMTGYTG 
GGRHLI FCHSKKKCDELAGKLKSLGLNAVAFYRGVDVSVI PTSGDVVVCATDALMTGYTG 14 5] 

DFDSVI DCNTCVTQTVDFSLDPTFT I ETITLPQDAVSrtqr rgrtgrgKPGIYRFVAPGE 480 
DFDSVIDCN VTQ VDFSLDPTF+IET T+ PQDAVSR+QRRGRTGRGKPG+ YRFV+ GE 
DFDSVI DCNVAVTQVVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGKPGVYRFVSQGE 151] 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 



Query 


1 


Sbjct 


1032 


Query 


61 


Sbjct 


1092 


Query 


121 


Sbjct 


1152 


Query 


181 


Sbjct 


1212 


Query 


241 


Sbjct 


1272 


Query 


301 


Sbjct 


1332 


Query 


361 


Sbjct 


1392 


Query 


421 


Sbjct 


1452 


Query 


481 
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RPSGMFDS VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



Sbjct 


1512 


RPSGMFDSVVLCEAYDTGCAWYELTPSETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 


1571 


Query 


541 


HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 


600 






HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 




Sbjct 


1572 


HIDAHFLSQTKQGGENFAYLVAYQATVCARAKAPPPSWDTMWKCLIRLKPTLTGPTPLLY 


1631 


Query 


601 


RLG AVQNE I TLTH P VT KY I MTCMS ADLE WT S TW v 1 vgg v 1 a a 1 a a YCLSTGC VV I VGRV 


660 






RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCVVI GR+ 




Sbjct 


1632 


RLGAVQNEIITTHPITKYIMTCMSADLEVITSTWVLVGGVLAALAAYCLSVGCVVICGRI 


1691 


Query 


661 


VLSGKPAI I PDREVL YRE FDEMEEC 685 








L+GKPA++PDRE+LY++FDEMEEC 




Sbjct 


1692. 


TLTGKPAVVPDREILYQQFDEMEEC 1716 





> l~ qi | 93102504 1 qb| ABE98154 . 1 1 polyprotein [Hepatitis C virus subtype 6a] 
Length=3019 

Score = 1144 bits (2958), Expect = 0.0, Method: Composition-based stats. 
Identities = 581/685 (84%), Positives = 637/685 (92%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGCI I TSLTGRDKNQVEGEVQI VSTAAQT FLATC I NGVCWT VYHGAG 60 

APITAYAQQTRGL+G I+TSLTGRDKN+VEGEVQ+VSTA Q+FL T INGV WTVYHGAG 
Sbjct 1032 APITAYAQQTRGLVGTIVTSLTGRDKNEVEGEVQVVSTATQSFLVTSINGVMWTVYHGAG 1091 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVr rrg 120 

+ + T+A PKGPV QMYTNVD+D+VGWP+ P G+RSLTPCTCGSSDLYLVTR ADVIP RRRG 
Sb j ct 1092 SKTLAGPKGPVCQMYTNVDKDVVGWPSPPGARSLTPCTCGSSDLYLVTREADVI PARRRG 1151 

Query 121 d S r g s 1 1 s p r P I S Y L KG S S G G P L LC P AG H A VG I FRAAVC T RG VAKAV DFIPVENLETTMR 180 

D+R +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK++DFIPVEN+ETTMR 
Sb j ct 1152 DNRAALLSPRPISTLKGSSGGPIMCPSGHVVGLFRAAVCTRGVAKSLDFI PVENMETTMR 1211 

Query 181 S PVFT DNSS PPVVPQS FQVAHLHAPTGSGKSTKVPAAYAAQG YKVLVLNPS VAATLG FGA 24 0 

SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA+QG YKVLVLNPS VAATL FG+ 
Sbjct 1212 SPSFTDNSTPPAVPQTYQVGYLHAPTGSGKSTRVPAAYASQGYKVLVLNPSVAATLSFGS 1271 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YM +A+G++PNIRTGVRT+TTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 
Sbjct 1272 YMRQAYGVEPNIRTGVRTVTTGGAITYSTYGKFLADGGCSGGAYDIIICDECHSTDPTTV 1331 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI E ALSTTGEI PFYGKAI PLE IK 
Sbjct 1332 LGIGTVLDQAETAGVRLTVLATATPPGSVTVPHPNITETALSTTGEI PFYGKAI PLE YIK 1391 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 420 

GGRHLI FCHSKKKCDELAAKL +LG+NAVA+YRG+DVSVIP GDVW ATDALMTGYTG 
Sbjct 1392 GGRHLI FCHSKKKCDELAAKLRSLGLNAVAFYRGVDVSVIPTSGDVVVCATDALMTGYTG 14 51 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGKPG+YRFV+ GE 
Sbjct 14 52 DFDSVIDCNVAVTQVVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGKPGVYRFVSQGE 1511 

Query 4 81 RPSGMFDS SVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1512 RPSGMFDTVVLCEAYDTGCAWYELTPSETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1571 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 
Sbjct 1572 HIDAHFLSQTKQGGENFAYLVAYQATVCARAKAPPPSWDTMWKCLIRLKPTLTGPTPLLY 1631 
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Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEWTSTWvlvggvlaalaaYCLSTGCWIVGRV 660 

RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCWI GR+ 
Sb j ct 1632 RLGAVQNEI ITTHPITKYIMTCMSADLEVITSTWVLVGGVLAALAAYCLSVGCVVICGRI 1691 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

L+GKPA++PDRE+LY++FDEMEEC 
Sbjct 1692 TLTGKPAWPDREILYQQFDEMEEC 1716 



> F qi I 931024 94 | qb 1ABE9814 9.1I polyprotein [Hepatitis C virus subtype 6a] 
Length=3019 

Score = 1142 bits (2955), Expect =0.0, Method: Composition-based stats. 
Identities = 579/685 (84%), Positives = 636/685 (92%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGL+G I+TSLTGRDKN+VEGEVQ+VSTA Q+FLAT INGV WTVYHGAG 



TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGPV QMYTNVD+DLVGWP+P G+RSLTPCTCGSSDLYLVTR ADVIP RRRG 



dsrgslIsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 
D+R +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK++DFI PVEN+ETTMR 



SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA+QGYKVLVLNPSVAATL FG+ 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YM +A+G++PN+RTGVRT+TTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 



LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEI PFYGKAI PLEVIK 360 
LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI E ALSTTGEI PFYGKAI PLE IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVI PPIGDVVVVAT DALMTGYTG 4 20 
GGRHLI FCHSKKKCDELA +L +LG+NAVA+YRG+DVSVI P GDVVV AT DALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 
DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRR RTGRGKPG+YR V+ GE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEIT THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCWI GR+ 
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L+GKPA++PDRE+LY++FDEMEEC 
Sbjct 1692 TLTGKPAVVPDREILYQQFDEMEEC 1716 



> CI qi I 81985682 | sp 1 Q5I2N3 I POLG HCV6A Genome polyprotein [Contains: Core protein p21 (Cc 
C) (p21); Core protein pl9; Envelope glycoprotein El (gp32) 

(gp35); Envelope glycoprotein E2 (NS1) (gp68) (gp70); p7; 

Protease NS2-3 (p23); Serine protease/NTPase/helicase NS3 (Hepacivirin) 

(NS3P) (p70); Nonstructural protein 4A (NS4A) (p8); 
Nonstructural protein 4B (NS4B) (p27); Nonstructural protein 
5A (NS5A) (p56); RNA- directed RNA polymerase (NS5B) (p68)] 

gil 577 91994 |qb|AAW56714 .11 polyprotein [Hepatitis C virus (isolate 6a33)] 
Length=3019 

Score = 1142 bits (2955) , Expect =0.0, Method: Composition-based stats. 
Identities = 579/685 (84%), Positives = 637/685 (92%), Gaps = 0/685 (0%) 

Query 1 API TAYAQQTRGLLGC 1 1 TSLTGRDKNQVEGE VQI VSTAAQT FLATC INGVCWT VYHGAG 60 

APITAYAQQTRGL+G I+TSLTGRDKN+VEGEVQ+VSTA Q+FLAT INGV WTVYHGAG 
Sbjct 1032 APITAYAQQTRGLVGTIVTSLTGRDKNEVEGEVQVVSTATQSFLATSINGVMWTVYHGAG 1091 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVD+DLVGWP+P G+RSLTPCTCGSSDLYLVTR ADVIP RRRG 
Sbjct 1092 SKTLAGPKGPVCQMYTNVDKDLVGWPSPPGARSLTPCTCGSSDLYLVTREADVI PARRRG 1151 

Query 121 d. s r g S 1 1 s p r P I S Y LKG S S G G PLLC P AG H AVG I F RAA VCT RG V AKAV DFIPVENLETTMR 180 

D+R +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK+ +DFIPVEN+ ETTMR 
Sbjct 1152 DNRAALLSPRPISTLKGSSGGPVMCPSGHVVGLFRAAVCTRGVAKSLDFIPVENMETTMR 1211 

Query 181 SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 

SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA+QGYKVLVLNPSVAATL FG+ 
Sb j ct 1212 SPSFTDNSTPPAVPQTYQVGYLHAPTGSGKSTRVPAAYASQGYKVLVLNPSVAATLSFGS 1271 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI ' 300 

YM +A+G++PN+RTGVRT+TTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 
Sbjct 1272 YMRQAYGVEPNVRTGVRTVTTGGAITYSTYGKFLADGGCSGGAYDI I ICDECHSTDPTTV 1331 

Query 301 LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAGARL VLATATPPGS+TVPHPNI E AL TTGEIPFYGKAIPLE IK 
Sbjct 1332 LGIGTVLDQAETAGARLT VLATAT PPGS I T VPH PNI TETALPTTGEI PFYGKAI PLEY I K 1391 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA KL +LG+NAVA+YRG+DVSVI P GDVV+ ATDALMTGYTG 
Sbjct 1392 GGRHLI FCHSKKKCDELAGKLKSLGLNAVAFYRGVDVSVI PTSGDVVICATDALMTGYTG 1451 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgr gKPGI YRFVAPGE 4 80 

DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGKPG+YRFV+ GE 
Sbjct 14 52 DFDSVIDCNVAVTQVVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGKPGVYRFVSQGE 1511 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 

RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sb j ct 1512 RPSGMFDTVVLCEAYDTGCAWYELTPSETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1 57 1 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 
Sbjct 1572 HIDAHFLSQTKQGGENFAYLVAYQATVCARAKAPPPSWDTMWKCLIRLKPTLTGPTPLLY 1631 

Query 601 RLGAVQNE I TLTH PVTKYIMTCMSADLE WTSTWvl vgg vlaa 1 aa YCLSTGC VV I VGRV 660 

RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCVVI GR+ 
Sbjct 1632 RLGAVQNEI I TTH PI TKYIMTCMSADLEVITSTWVLVGGVLAALAAYCLSVGCWICGRI 1691 
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Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

L+GKPA++PDRE+LY++FDEMEEC 
Sbjct 1692 TLTGKPAWPDREILYQQFDEMEEC 1716 

> H qi I 93102500 | qb I ABE98152. 1 1 polyprotein [Hepatitis C virus subtype 6a] 
Length=3019 

Score = 1142 bits (2953), Expect = 0.0, Method: Composition-based stats. 
Identities = 582/685 (84%), Positives = 636/685 (92%), Gaps = 0/685 (0%) 

APITAYAQQTRGLLGCI ITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
APITAYAQQTRGL+G I+TSLTGRDKN+VEGEVQ+VSTA Q+ FLAT +NGV WTVYHGAG 



++T+A PKGPV QMYTNVD+ DLVGWP+ P G+RSLTPCTCGSSDLYLVTR ADVIP RRRG 



D+R +LLSPRPIS LKGSSGGP++CP+GH VG+ FRAAVCTRGVAK++ DFI PVEN+ETTMR 



SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA+QGYKVLVLNPSVAATL FG+ 



YM +AHG++PNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 



LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI E AL TTGEIPFYGKAIPLE IK 



GGRHLI FCHSKKKCDELA KL +LG+NAVA+YRG+DVSVIP GDVVV AT DALMTGYTG 



DFDSVIDCN VTQ VDFSLDPTF+IET T+ PQDAVSR+QRRGRTGRGKPQ+ YRFV+ GE 



RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQ GEN YL VAYQAT VC ARA+ AP P PSWD MWKCLIRLKPTL GPTPLLY 



RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCVVI GR+ 



L+GKPA++PDRE+LY++FDEMEEC 



> r qi 1 931024 92 |gbl ABE9814 8. 1 1 polyprotein [Hepatitis C virus subtype 6a; 
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Length=3019 

Score = 1140 bits (2950), Expect = 0.0, Method: Composition-based stats.- 
Identities = 581/685 (84%), Positives = 637/685 (92%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL+G I +TSLTGRDKN+ VEGEVQ+ VSTA Q+FLAT INGV WTVYHGAG 
Sbjct 1032 APITAYAQQTRGLVGTIVTSLTGRDECNEVEGEVQVVSTATQSFLATSINGVMWTVYHGAG 1091 

Query 61 TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 

++T+A PKGPV QMYTNVD+DLVGWP+P G+RSLTPCTCGSSDLYLVTR ADVIP RRRG 
Sbjct 1092 SKTLAGPKGPVCQMYTNVDKDLVGWPSPPGARSLTPCTCGSSDLYLVTREADVIPARRRG 1151 

Query 121 dsrgsllsprPISYLKGSSGGPLLCPAGHAVGIFRAAVCTRGVAKAVDFIPVENLETTMR 180 

D+R +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK++DFI PVEN+ETTMR 
Sbjct 1152 DNRAALLSPRPISTLKGSSGGPIMCPSGHVVGLFRAAVCTRGVAKSLDFIPVENMETTMR 1211 

Query 181 S P V FT DN S S P P V V PQS FQ VAH L H APTG S G KS T KV P AA Y AAQG YKVL VLN P S V AAT LG FG A 240 

SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA+QGYKVLVLNPSVAATL FG+ 
Sbjct 1212 SPSFTDNSTPPAVPQTYQVGYLHAPTGSGKSTRVPAAYASQGYKVLVLNPSVAATLSFGS 1271 

Query 241 YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 

YM +A+G++PN+RTGVRT+TTG ITYST YGKFLADGGCSGGAYDI I ICDECHSTD T++ 
Sbjct 1272 YMRQAYGVEPNVRTGVRTVTTGGAITYSTYGKFLADGGCSGGAYDI I ICDECHSTDPTTV 1331 

Query 301 LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI E ALSTTGEIPFYGKAIPLE IK 
Sbjct 1332 LGIGTVLDQAETAGVRLTVLATATPPGSVTVPHPNITETALSTTGEIPFYGKAIPLEYIK 1391 

Query 361 GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 

GGRHLI FCHSKKKCDELA KL +LG+NAVA+YRG+DVSVIP GDWV AT DALMTG YTG 
Sbjct 1392 GGRHLI FCHSKKKCDELAGKLKSLGLNAVAFYRGVDVSVI PTSGDVVVC AT DALMTG YTG 14 51 

Query 421 DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGKPG+YRFV+ GE 
Sbjct 14 52 DFDSVIDCNVAVTQVVDFSLDPTFSIETTTVPQDAVSRSQRRGRTGRGKPGVYRFVSQGE 1511 

Query 4 81 RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 540 

RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
Sbjct 1512 RPSGMFDTVVLCEAYDTGCAWYELTPSETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1571 

Query 541 HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 

HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 
Sbjct 1572 HIDAHFLSQTKQGGENFAYLVAYQATVCARAKAPPPSWDTMWKCLIRLKPTLTGPTPLLY 1631 

Query 601 RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvgg vlaalaaYCLSTGCWIVGRV 660 

RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCVVI GR+ 
Sbjct 1632 RLGAVQNEI ITTHPITKYIMTCMSADLEVITSTWVLVGGVLAALAAYCLSVGCVVICGRI 1691 

Query 661 VLSGKPAI I PDREVLYREFDEMEEC 685 

L+GKPA++PDRE+LY++FDEMEEC 
Sbjct 1692 TLTGKPAVVPDREILYQQFDEMEEC 1716 



> f qi 1 93102502 jqb | ABE98 153. 1 1 polyprotein [Hepatitis C virus subtype 6a] 
Length=3019 

Score = 1140 bits (2948), Expect = 0.0, Method: Composition-based stats. 
Identities = 581/685 (84%), Positives = 636/685 (92%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 
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APITAYAQQTRGL+G I+TSLTGRDKN+VEGEVQ+VSTA Q+FLAT INGV WTVYHGAG 

API TAYAQQTRGLVGT I VTSLTGRDKNEVEGEVQWSTATQS FLATS I NGVMWT VYHGAG 1091 

TRTIASPKGPVIQMYTNVDQDLVGWPAPQGSRSLTPCTCGSSDLYLVTRHADVIPVrrrg 120 
++T+A PKGPV QMYTNVD+DLVGWP+P G+RSLTPCTCGSSDLYL+TR ADVIP RRRG 
SKTLAGPKGPVCQMYTNVDKDLVGWPSPPGARSLTPCTCGSSDLYLITREADVIPARRRG 1151 

ds rgs 1 1 spr PI S YLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
D+R +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK++DFIPVEN+ETTMR 
DNRAALLS PRPI STLKGSSGGPIMCPSGH VVGLFRAAVCTRGVAKSLDFI PVENMETTMR 1211 

SPVFTDNSSPPVVPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 24 0 
SP FTDNS+PP VPQ++QV +LHAPTGSGKST+VPAAYA+QGYKVLVLNPSVAATL FG+ 
SPSFTDNSTPPAVPQTYQVGYLHAPTGSGKSTRVPAAYASQGYKVLVLNPSVAATLSFGS 1271 

YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YM +A+G++PNIRTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 
YMRQAYGVEPNIRTGVRTITTGGAITYSTYGKFLADGGCSGGAYDIIICDECHSTDPTTV 1331 

LGIGTVLDQAETAGARLVVLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 

LGI GT VLDQAETAG RL VLATATPPGSVTVPHPNI E AL TTGEI PFYGKAI PLE IK 

LGI GTVLDQAETAGVRLTVLATAT PPGS VT VPHPNI TETALPTTGEI PFYGKAI PLE Y IK 1391 

GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVWVATDALMTGYTG 4 20 
GGRHL I FC HS KKKC DELA KL +LG+NAVA+YRG+DVSVI P GDVW ATDALMTGYTG 
GGRHLI FCHSKKKCDELAGKLKSLGLNAVAFYRGVDVSVI PTSGDVVVCATDALMTGYTG 14 51 

DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGIYRFVAPGE 4 80 

DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGKPG+YRFV+ GE 

DFDS VI DCNVAVTQVVDFSLDPT FS I ETTTVPQDAVSRSQRRGRTGRGKPGVYRFVSQGE 1511 

RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 
RPSGMFDTVVLCEAYDTGCAWYELTPSETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 1571 

HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 
HIDAHFLSQTKQGGENFAYLVAYQATVCARAKAPPPSWDIMWKCLIRLKPTLTGPTPLLY 1631 

RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvl vggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWVLVGGVLAALAAYCLS GCVVI GR+ 
RLGAVQNEIITTHPITKYIMTCMSADLEVITSTWVLVGGVLAALAAYCLSVGCVVICGRI 1691 

VLSGKPAI I PDREVLYREFDEMEEC 685 

L+GKPA++PDRE+LY++FDEMEEC 
TLTGKPAVVPDRE I L YQQFDEMEEC 1716 



> f" gi I 93102514 | qb | ABE98159 . 1 1 polyprotein [Hepatitis C virus subtype 6a] 
Length=3019 

Score = 1139 bits (2947), Expect =0.0, Method: Composition-based stats. 
Identities = 580/685 (84%), Positives = 635/685 (92%), Gaps = 0/685 (0%) 

Query 1 APITAYAQQTRGLLGCIITSLTGRDKNQVEGEVQIVSTAAQTFLATCINGVCWTVYHGAG 60 

APITAYAQQTRGL+G I+TSLTGRDKN+VEGEVQ+VSTA Q+FLAT INGV WTVYHGAG 
Sbjct 1032 API TAY AQQTRGLVGTI VTSLTGRDKNEVEGEVQWSTATQS FLATSINGVMWTVYHGAG 1091 

Query 61 TRT I AS PKGPVIQMYTNVDQDLVGWPAPQGSRSLT PCTCGS S DLYLVTRHADVI PVr r rg 120 

++T+A PKGPV QMYTNVDQDLVGWP+P G+RSLTPCTCGS+DLYLVTR ADVIP RRRG 
Sbjct 1092 SKTLAGPKGPVCQMYTNVDQDLVGWPSPPGARSLTPCTCGSNDLYLVTREADVIPARRRG 1151 
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1572 


Query 


601 


Sbjct 


1632 


Query 


661 


Sbjct 


1692 



ds rgs 1 1 spr PI SYLKGSSGGPLLCPAGHAVGI FRAAVCTRGVAKAVDFI PVENLETTMR 180 
DSR +LLSPRPIS LKGSSGGP++CP+GH VG+FRAAVCTRGVAK++DFIPVEN+ETTMR 



SPVFTDNSSPPWPQSFQVAHLHAPTGSGKSTKVPAAYAAQGYKVLVLNPSVAATLGFGA 240 
SP FTDNS+PP VPQ++QV +LRAPTGSGKST+VPAAYA+QGYKVLVLNPSVAATL FG+ 



YMSKAHGIDPNIRTGVRTITTGSPITYSTYGKFLADGGCSGGAYDIIICDECHSTDATSI 300 
YM +A+G++PN+RTGVRTITTG ITYSTYGKFLADGGCSGGAYDIIICDECHSTD T++ 



LGIGTVLDQAETAGARLWLATATPPGSVTVPHPNIEEVALSTTGEIPFYGKAIPLEVIK 360 
LGIGTVLDQAETAG RL VLATATPPGSVTVPHPNI E AL TTGEIPFYGKAIPLE IK 



GGRHLIFCHSKKKCDELAAKLVALGINAVAYYRGLDVSVIPPIGDVVVVATDALMTGYTG 4 20 
GGRHLI FCHSKKKCDELA KL +LG+NAVA+YRG+DVSVIP GDVVV ATDALMTGYTG 



DFDSVIDCNTCVTQTVDFSLDPTFTIETITLPQDAVSrtqrrgrtgrgKPGI YRFVAPGE 4 80 
DFDSVIDCN VTQ VDFSLDPTF+IET T+PQDAVSR+QRRGRTGRGKPG+YRFV+ GE 



RPSGMFDSSVLCECYDAGCAWYELTPAETTVRLRAYMNTPGLPVCQDHLEFWEGVFTGLT 54 0 
RPSGMFD+ VLCE YD GCAWYELTP+ETTVRLRAY+NTPGLPVCQDHLEFWEGVFTGLT 



HIDAHFLSQTKQSGENLPYLVAYQATVCARAQAPPPSWDQMWKCLIRLKPTLHGPTPLLY 600 
HIDAHFLSQTKQ GEN YLVAYQATVCARA+APPPSWD MWKCLIRLKPTL GPTPLLY 



RLGAVQNEITLTHPVTKYIMTCMSADLEVVTSTWvlvggvlaalaaYCLSTGCVVIVGRV 660 
RLGAVQNEI THP+TKYIMTCMSADLEV+TSTWV+VGGVLAALAAYCLS GCVVI GR+ 



VLSGKPAIIPDREVLYREFDEMEEC 685 
L+GKP ++PDREVLY++FDEMEEC 



^; Get selected ^ | ^ Deselect all | ; ' '„ Distance tree of resufts ^ | 



Database: All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding 
environmental samples 

Posted date: Jul 20, 2006 3:05 AM 
Number of letters in database: 1,312,134,661 
Number of sequences in database: 3,805,897 
Lambda K H 

0.320 0.136 0.423 
Gapped 

Lambda K H 

0.267 0.0410 0.140 
Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences: 3805897 
Number of Hits to DB: 171000343 
Number of extensions: 7142453 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



R1D=1 153506756-5678-19937051791 1.BLASTQ4, Page 235 of 235 

f Number of successful extensions: 17341 
Number of sequences better than 10: 85 
Number of HSP's better than 10 without gapping: 0 
Number of HSP's gapped: 17304 
Number of HSP's successfully gapped: 85 
Length of query: 685 
Length of database: 1312134661 
Length adjustment: 137 
Effective length of query: 548 
Effective length of database: 790726772 
Effective search space: 433318271056 
Effective search space used: 433318271056 
T: 11 
A: 40 

XI: 16 (7.4 bits) 
X2: 38 (14.6 bits) 
X3: 64 (24.7 bits) 
SI: 41 (20.4 bits) 
S2: 80 (35.4 bits) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



7/21/2006 



